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Identification of New Genes and Pathways
that Act to Delay C. elegans Aging
Alina Berdichevsky
Abstract
Aging of an organism is determined by both stochastic and genetic
components. The importance of genes is illustrated by the discovery of
single gene mutations that alter lifespans of species ranging from
invertebrates C. elegans and D. melanogaster to mice. To better understand
the mechanisms underlying genetic regulation of the rate of aging, we have
studied aging and lifespan determination in C. elegans.
We have investigated the mechanism of action of the sir-2.1 gene,
which extends C. elegans lifespan when overexpressed. We discovered that
sir-2.1 acts to promote longevity in parallel to low insulin signaling, in a
stress-dependent pathway that converges with the insulin-like pathway on a
forkhead transcription factor DAF-16. We discovered that 14-3-3 proteins
play a role in C. elegans lifespan determination. 14-3-3 proteins interact
with the SIR-2.1 protein, and the 14-3-3 genes par-5 andftt-2 are required
for the longevity mediated by sir-2. I1 overexpression, indicating that 14-3-3
proteins act to delay C. elegans aging in the sir-2. I1-dependent longevity
pathway.
To identify new genes that act to delay C. elegans aging we
developed a genetic screen for mutants that prematurely accumulate the
age-related fluorescent pigment lipofuscin. In this screen, we isolated loss-
of-function mutations in the gene kat-1. These mutations confer increased
lipofuscin accumulation, short lifespan, and other abnormalities
characteristic of premature aging. kat-1 encodes a ketoacyl thiolase
involved in fatty acid beta-oxidation, suggesting that defects in fat
metabolism can affect the regulation of aging.
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Chapter 1
Introduction
Genetic and Molecular Pathways that Control Aging
Overview
Aging of an organism is generally accompanied by a progressive
dysfunction of organs and tissues causing physiological decline and
eventually death. Several theories have been proposed to explain the causes
of aging, including oxidative stress leading to accumulation of damage to
proteins and DNA, mitochondrial dysfunction, and changes in metabolic rate
(Figure 1). Free radicals, or reactive oxygen species, are by-products of
cellular metabolism and accumulate during aging, causing oxidative stress
and posing a threat to cells and tissues. A "rate of living" hypothesis
suggests that the rate of aging is inversely proportional to metabolic rate, i.e.
higher metabolic rate accelerates aging and limits lifespan. Mitochondria
provide energy to cells, and mitochondrial dysfunction caused by an
accumulation of oxidative damage has also been suggested as a cause of
aging.
Over the last three decades, experiments involving C. elegans and other
organisms have provided evidence supporting many of these theories and
have demonstrated that in addition to the stochastic component of the aging
process certain genes regulate the timing of aging. Interfering with the
function of such genes and the pathways they regulate can significantly
change the aging rate of an organism, resulting in delayed aging and
increased longevity or premature aging (progeria). At least some of the
mechanisms that control lifespan are conserved from nematodes to
mammals, as are certain metabolic, cellular and behavioral features of aging
organisms. Studies of short-lived and long-lived mutants of simple
organisms might advance our understanding of the genetic regulation of
human aging and identify potential therapeutic targets that can be
manipulated to delay aging and aging-related disease.
The conserved features of aging
Aging can be described as an increased probability of death with
time, increased susceptibility to various diseases and decreased resistance to
injury and infection (Knight 1995; Kirkwood and Austad 2000). While
lifespans of individuals of the same species might differ substantially, a
population shows a characteristic lifespan distribution, with a predictable
mean and maximum lifespan (Piantanelli et al. 1992). During the first two
thirds of an organism's lifespan, the mortality is very low, and it increases
exponentially during the third phase of the lifespan (Witten and Eakin 1997).
This mortality pattern is conserved in evolution, with species as different as
nematodes and humans showing similar shapes of lifespan curves, although
the absolute values for mean and maximum lifespan vary greatly (Finch
1990; Piantanelli et al. 1992). Historically, longevity has often been used as
the ultimate measure of aging and the terms longevity and aging have been
used interchangeably. However, a distinction has to be made between
longevity, which is an interval of time between the birth and the death of an
organism, and the rate of aging, which reflects the physiological decline of
an organism during the second half of its lifespan, which precedes death. As
aging is a complex phenomenon and lifespan can be limited by different
factors, alteration of the rate of aging does not necessarily imply an effect on
longevity (Kirkwood 1997). Also, numerous diseases limit longevity without
affecting the rate of aging, complicating the distinction between short
lifespans caused by premature aging and unrelated disease.
Comprehensive studies of the rate of aging in simple organisms were
limited because of the lack of reliable markers of aging in species other than
mammals. Therefore, descriptive studies of aging in simple organisms are
valuable, because they facilitate the distinction between old and sick
animals, and allow one to follow the rate of aging. Aging-related diseases,
i.e. diseases with time of onset in the late adulthood and exponential increase
in prevalence with age, might differ in diverse species, but some basal
aspects of organismal changes with age seem to be conserved (see below).
Damage to cells, both from external sources (UV light, toxic
chemicals) and internal metabolism products (reactive oxygen species)
contributes to aging (Finch 1990; Shigenaga et al. 1994; Kirkwood and
Austad 2000; Stevnsner et al. 2002; Kujoth et al. 2005). At the cellular level,
many cell types stop dividing after a limited number of replications
(Hayflick 1979). Such postreplicative cells accumulate damage that
eventually causes malfunction and/or death of the cell. Old cells from
different tissues show structural defects, such as the appearance of protein
aggregates, necrosis-like membrane structures, and accumulation of
fluorescent substances, often called lipofuscin ("fluorescent lipid") as
oxidized lipids are major components of this material (Chen and Hillman
1999; Hinault et al. 2006; Widmer et al. 2006). These features are observed
in many multicellular organisms, including worms, flies, and mammals
(Miquel et al. 1974; Klass 1977; Clokey and Jacobson 1986; Hosokawa et
al. 1994; Brunk and Terman 2002; Herndon et al. 2002; Gerstbrein et al.
2005).
On a tissue level, reproductive organs, digestive organs and muscles
seem to be universally affected in old age (Thomson and Keelan 1986;
Herndon et al. 2002; Di Iorio et al. 2006). The nervous system, on the other
hand, greatly suffers from aging in mammals, but might be relatively
unaffected in nematodes (Garigan et al. 2002; Herndon et al. 2002; Miller
and O'Callaghan 2003; Well et al. 2007). Conserved behavioral aspects of
old age include progressive slowing of locomotion (which might be
attributed to muscle failure), decrease in food intake, and cessation of
reproduction (Klass 1977; Glenn et al. 2004; Huang et al. 2004).
Finally, old age is associated with metabolic changes, which might
result from defects in mitochondrial metabolic pathways controlling energy
production. Mitochondrial DNA accumulates numerous mutations with age,
leading to mitochondrial dysfunction, which results in reduction in oxidative
phosphorylation efficiency, fat metabolism abnormalities, and promotes
hyperglycemia and insulin resistance (Shigenaga et al. 1994; Wallace 2005;
Reddy and Rao 2006).
Isolation of first mutants with abnormal aging rates
Until recently, it was broadly thought that aging stems from multiple
stochastic events leading to multi-system failure, and therefore represents a
passive deterioration process that is not controlled by individual genes or
cellular functions. During the last three decades, scientists began questioning
the idea that aging is entirely stochastic, because similar organisms with
very comparable metabolic rates often had lifespans that differed two to five
fold. The examples include mice and bats, rats and chipmunks, and even
inbred and outbred mice (Austad and Fischer 1991).
Several groups began searching for mutants in simple organisms with
abnormal aging rates, and such mutants were indeed found. In 1983 Michael
Klass screened for aging genes in C. elegans and identified several mutants
with long lifespans (Klass 1983). Mutants in age-i, one of the genes isolated
in Klass's screen, have long lifespans, increased resistance to stress, and
impaired reproduction (Friedman and Johnson 1988). Later, age-i and other
C. elegans mutants with abnormal aging were key for the identification of
conserved genetic pathways that control aging and longevity. These
pathways will be described below. Another exciting story was the discovery
of methuselah gene in Drosophila, mutations in which resulted in 25%
lifespan extension (Lin et al. 1998). Mutations in several Drosophila genes
were isolated in longevity screens and other genetic experiments. Many of
these mutants exhibited increased resistance to stress in addition to extended
lifespan (Seong et al. 2001; Helfand and Rogina 2003).
Several groups have studied the genetic control of aging in budding
yeast. In S. cerevisiae, a yeast mother cells can give rise to a limited number
of daughter cells and subsequently stops dividing. This replicative aging can
be followed and modulated genetically (Kaeberlein et al. 2001). Studies of
yeast replicative aging identified a new class of aging genes: silent
information regulators, or sirs (Kaeberlein et al. 1999). One gene from this
group, sir2, was shown to also regulate longevity of fruit flies and
nematodes (Tissenbaum and Guarente 2001; Rogina and Helfand 2004),
suggesting that the sir2 role in the regulation of aging is conserved.
In the last decade, several mouse mutants with abnormal aging rates
were also identified, and targeted genetic manipulations were shown to
cause longer lifespans or progeria in mice (Hekimi 2006). In particular,
mitochondrial function and DNA repair seem to be key processes that
determine the rate of aging in mice. Studies of aging and longevity of
rodents have always been hampered by the fact that their lifespans are
relatively long, ranging from three to five years, which makes genetic
analysis of mutants very time-consuming. This difficulty might explain in
part why the majority of current knowledge about the genetic control of
aging and longevity came from the study of simple organisms, primarily the
nematode C. elegans.
C. elegans Aging
The first experiments describing aging of the nematode C. elegans
were conducted in the 1970s by Michael Klass (Klass 1977). C. elegans has
a short lifespan, on average around three weeks, and, as noted above, shows
a sharp increase in mortality rate in the last third of its lifespan, similar to
that observed in mammals. Behavioral analysis of aging C. elegans
nematodes showed that worms gradually slow the rates of locomotion,
feeding, and defecation with age (Klass 1977; Huang et al. 2004). Other
groups studied accumulation of the fluorescent pigment lipofuscin, which is
known to accumulate with age in postreplicative cells in many organisms,
including humans. The autofluorescent pigment accumulation in old
nematodes was shown to localize to the secondary lysosomes, much like
human lipofuscin, and the rate of lipofuscin accumulation was altered in
aging mutants (Clokey and Jacobson 1986; Gerstbrein et al. 2005; Chapter
3 of this thesis).
Excellent genetic tools developed for studies of C. elegans biology
helped isolate numerous mutants with abnormal lifespans and significantly
promoted our understanding of genetic and molecular pathways involved in
aging.
An insulin-like pathway controls the rate of aging in C. elegans and
other organisms
Dauer pathway
Studies of C. elegans development identified mutants that
subsequently defined the first genetic pathway involved in lifespan
regulation in multiple species. Nematodes develop from a fertilized egg to
adulthood through four larval stages L1 through L4, separated by moltings.
Both the timing of development and developmental decisions in C. elegans
are tightly regulated by temperature and food availability. When the
environment becomes unfavorable, either because the temperature is too
high, food is scarce, or the worms are too crowded, an alternative
developmental pathway is activated, which is called the dauer pathway.
Dauer is an alternative third larval stage, and the decision to become dauer
has to be made before the transition between the L2 and L3 larval states.
Dauers are structurally different from L3 larvae. They are extremely
resistant to stress, have low metabolic rate, do not require feeding, and
therefore are able to survive for extended periods of time in harsh
environmental conditions (Riddle 1997). Genetic screens for mutants with
abnormal dauer formation resulted in the identification of mutants that
entered the dauer state even when conditions were favorable (Daf-c, dauer-
constitutive mutants), and mutants that failed to initiate the dauer program
even when conditions were unfavorable (Daf-d, dauer-defective mutants)
(Albert and Riddle 1988). Epistasis experiments helped order the mutants
into a dauer pathway, which consisted of two groups of genes acting in
parallel to promote dauer formation (Larsen et al. 1995).
Some but not all dauer pathway mutants age abnormally
In 1993, Cynthia Kenyon made a historic observation that one of the dauer
pathway mutants, a constitutive-dauer mutant daf-2 has an extremely long
lifespan, more than twice as long as than that of the wild type (Kenyon et al.
1993). Both longevity and constitutive dauer formation of daf-2 mutants
require a functional daf-16 gene, mutations in which result in a dauer-
defective phenotype. Later it was shown that the longevity of age-i mutants
also depends on daf-16, and that age-i animals are dauer-constitutive,
similar to the daf-2 mutants, suggesting that the dauer pathway controls
longevity in C. elegans (Larsen et al. 1995). Moreover, the dauer-
constitutive mutants age-1 and daf-2 not only had longer lifespans but also
maintained the appearance and behavior of young animals much longer
than the wild type, arguing that these mutations indeed change the aging
rate of mutant organisms (Kenyon et al. 1993; Herndon et al. 2002).
Importantly, not all the mutants of the dauer pathway had lifespan
abnormalities. In fact, only mutants in one of the two arms of the dauer
pathway had abnormal lifespans (Figure 2), suggesting that aging and entry
into dauer state are differentially controlled (Larsen et al. 1995). The timing
of aging regulation was also different from that of dauer entry: even though
the same genes were shown to control dauer formation and lifespan, dauer
formation depended on signaling during embryogenesis and early larval
development, whereas longevity effects required signaling during adulthood
(Dillin et al. 2002a).
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Molecular cloning of dauer pathway genes reveals a genetic pathway
that controls aging
It took several years before the molecular identities of the above
longevity genes were uncovered. Studies primarily in the Ruvkun laboratory
led to cloning of genes responsible for mutant phenotypes in daf-2, age-i,
and daf-16 animals (Kimura et al. 1997; Lin et al. 1997; Paradis and Ruvkun
1998; Wolkow et al. 2002). It was shown that daf-2 encodes the C. elegans
homolog of insulin/IGF receptor, age-1 encodes a PI3 kinase, and daf-16
encodes a forkhead transcription factor homologous to mammalian Foxo.
These proteins are members of the insulin signaling pathway that has been
studied extensively in mammalian cells (Cantley 2002). Subsequent genetic
and molecular studies identified multiple additional members of the
insulin/IGF pathway in C. elegans and in mammals, including akt-1 and akt-
2 genes encoding kinases homologous to the mammalian AKT/PKB, sgk-1
that encodes SGK kinase, PTEN phosphatase gene daf-18, and others
(Braeckman et al. 2001). The biochemical events involved in signal
transduction along the kinase cascade upon activation of the insulin pathway
were elucidated primarily in mammalian cells (Saltiel and Kahn 2001), but
experiments in C. elegans provided important information on the genetic
interactions among insulin-like pathway genes, and studies in nematodes and
mammals were complementary.
The insulin/IGF-1 signaling (Figure 2) originates by binding of an
insulin-like molecule to the DAF-2 transmembrane receptor, which activates
a cascade of intracellular kinases including PI3 kinase AGE-1, AKT/PKB
and the DAF-16 forkhead family transcription factor (Guarente and Kenyon
2000; Finch and Ruvkun 2001; Kenyon 2005). Mutations that decrease
signaling by the DAF-2 receptor pathway cause an extension of the lifespan
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of adults (and more frequent entry into the dauer developmental state by
larvae) by triggering the nuclear localization of DAF-16 (Henderson and
Johnson 2001; Lee et al. 2001; Lin et al. 2001). Such mutations also increase
the resistance of animals to oxidative and genotoxic stress. The longevity
and stress resistance engendered by a reduction in insulin/IGF signaling is
abolished in mutants defective in daf-16 (Murakami and Johnson 1996; Lin
et al. 1997; Paradis and Ruvkun 1998; Honda and Honda 1999). The
forkhead transcription factor DAF- 16 can activate a plethora of target genes
that promote longevity and stress-resistance (Cahill et al., 2001; Honda and
Honda, 1999; Lee et al., 2003; McElwee et al., 2003).
The role of the insulin-like pathway in aging is conserved
A major impact of the studies of the C. elegans insulin-like pathway in
worm lifespan determination was that the role of this pathway in aging
regulation is evolutionary conserved. Studies of Drosophila showed that
mutants in the Drosophila insulin receptor and insulin-receptor substrate
were extremely long-lived and stress-resistant, much like C. elegans mutants
(Helfand and Rogina 2003). Mutations in the insulin pathway in mammals
cause insulin resistance, hyperglycemia and diabetes mellitus, and mutations
in the IGF somatotrophic axis cause dwarfism. Recent findings from studies
of mice, however, indicate that dwarf mice with mutations in growth
hormone (GH), that have low levels of circulating IGF, and IGFR (IGF
receptor) mutants have 25% to 60% longer lifespans than the wild type
(Flurkey et al. 2001). Also, tissue specific mutations in the insulin receptor
(IR) gene cause an increase in mean and maximum lifespan (Bluher et al.
2002). An important observation is that effects of insulin/IGF mutations on
murine lifespan are often gender-specific. This phenomenon does not have
an explanation at this point but suggests that hormonal signal circuitries and
other gender-specific biological processes have to be further studied to
understand the differential effects on lifespan of insulin pathway mutations
in males and females.
Aging, DNA damage, and the stress response
Accumulation of damage to DNA and proteins resulting from
oxidative stress as a consequence of normal metabolism is now a widely
accepted explanation of the aging process. This hypothesis emerged from the
ideas of Harman (1956) in the middle of the last century and was supported
by a clear association between aging and the presence of oxidative stress and
oxidative damage. When the level of damage reaches a certain threshold,
cellular dysfunction occurs, eventually leading to organ dysfunction
characteristic to aging. Therefore, the ability of the organism to control the
rate of damage accumulation and to repair the damage is likely important for
longevity and the rate of aging. In accordance with this idea, many human
disorders caused by mutations in genes that control DNA maintenance and
repair of DNA damage result in a phenotype that resembles premature aging
and are referred to as progeroid disorders. Examples include Xeroderma
Pigmentosum, which results from Nucleotide Excision Repair defects;
Werner Syndrome, caused by mutations in a DNA helicase; and Ataxia
Telangiectasia, caused by mutations in the ATM kinase required for repair
of double-stranded DNA breaks (Shiloh and Rotman 1996; Lehmann 2003;
Niedernhofer et al. 2006; Orren 2006). Importantly, patients with any of
these disorders show many but not all attributes of aging and hence they are
referred to as "segmental" progeroid syndromes.
One common characteristic of these progeroid diseases is greatly
increased cellular sensitivity to stress. In simple organisms, mutations that
cause stress sensitivity often also cause short lifespan and other attributes of
premature aging. Conversely, increased resistance to stress is a characteristic
of long-lived mutants of the insulin-like pathway in nematodes and fruit flies
(Honda and Honda 1999; Guarente and Kenyon 2000; Braeckman et al.
2001; Honda and Honda 2002). However, resistance to stress does not
always parallel longevity. In fact, some long-lived mutants are less resistant
to certain stressors, while increased resistance to stress is not always
associated with longevity (Munoz and Riddle 2003). These results imply that
variables other than stress response contribute to the determination of
longevity and aging rate.
Sirtuins and lifespan determination
sir2 (silent information regulator 2) encodes a conserved protein
deacetylase, which controls stress-resistance and lifespan determination in
different organisms. The role of sir2 in aging was first discovered in S.
cerevisiae, where it was identified in a screen for genes that control yeast
replicative aging. In S. cerevisiae, extra copies of sir2 cause significant
extension of replicative lifespan, while deletion of sir2 results in lifespan
shortening (Kaeberlein et al. 1999). Furthermore, sir2 is required for the
lifespan extension caused by calorie restriction in S. cerevisiae (Lin et al.
2002). Many organisms, including C. elegans, Drosophila, mice and
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humans, have multiple sir2 homologs (sirtuins). The nematode genome
encodes four sirtuins, sir-2. I1 - sir-2. 4, and humans have seven sirtuins,
SIRT1-SIRT7, many of which have important roles in metabolism or
genomic integrity (Frye 2000; Haigis and Guarente 2006).
Some sirtuins, including the yeast ortholog Sir2 and the worm SIR-
2.1 possess NAD-dependent deacetylase activity (Imai et al. 2000;
Viswanathan M., personal communication). Studies of the yeast and
mammalian sirtuins indicated that they can bind and deacetylate histones as
well as several other proteins with important roles in metabolism and stress
response. Some examples of sirtuin-binding proteins are p53, forkhead
transcription factors, and PGC-1 (Luo et al. 2001; Brunet et al. 2004;
Daitoku et al. 2004; Rodgers et al. 2005; Gerhart-Hines et al. 2007).
Enzymatic activity of Sir2 is tightly controlled by the NAD/NADH ratio,
and it was proposed that Sir2 might act as a sensor of the metabolic state of
the cell and transfer this information to downstream effectors (Guarente and
Kenyon 2000).
Introducing extra copies of the closest C. elegans homologue of the
yeast sir2, sir-2. I1 into C. elegans genome results in increased resistance to
stress and 30-50% extension of the worm lifespan (Tissenbaum and
Guarente 2001; Berdichevsky et al. 2006). Furthermore, deleting sir-2. I1
causes 15% shortening of lifespan (Viswanathan et al. 2005). Experiments
by us and others indicate that C. elegans sir-2. I1 acts to promote longevity
via a stress-dependent pathway that converges with the insulin-like pathway
at the level of transcription factor DAF-16 (Berdichevsky et al. 2006; Wang
et al. 2006). Overexpressing the fly sir2 homologue also results in lifespan
extension, and the mechanism underlying this effect in flies may be similar
to calorie restriction (Rogina and Helfand 2004).
Mitochondria and the metabolic control of aging
The "rate of living" hypothesis
Mitochondrial DNA is especially prone to the accumulation of
damage and mutations caused by reactive oxygen species (ROS), by-
products of oxidative phosphorylation. Since ROS production is
proportional to metabolic rate, it has been suggested that metabolic rate is
coupled to lifespan (Pearl 1928). This "rate of living" hypothesis proposes
that duration of lifespan inversely depends on the metabolic rate of an
organism.
C. elegans mitochondrial mutants are long-lived
Recent studies of nematodes support the idea of an inverse
relationship between metabolic rate and aging: mutants in many C. elegans
mitochondrial genes that affect components of the oxidative phosphorylation
chain and therefore inhibit energy production develop slowly, show
decreased rates of locomotion, decreased brood sizes, and have up to 2-fold
longer lifespans (Felkai et al. 1999; Feng et al. 2001; Dillin et al. 2002b).
The mitochondrial gene clk-i encodes a member of the ubiquinone pathway,
a component of ETC complex IV, and clk-i mutants are long-lived (Felkai et
al. 1999). This effect is additive to that of loss-of-function of daf-2 insulin-
like receptor gene, and double mutants between daf-2 and clk-i live much
longer than any single mutant, indicating that mitochondrial function affects
lifespan in parallel to the insulin-like pathway. Other C. elegans
mitochondrial genes that when mutated cause long lifespan include isp-1, a
complex IV protein; ctb-1, another complex IV protein encoded by
mitochondrial genome (Feng et al. 2001); and lrs-2, a mitochondrial leucyl
tRNA-synthetase (Lee et al. 2003). RNAi knockdown of several genes
encoding mitochondrial ETC subunits extend the worm's lifespan. In a
genome-wide RNAi screen for genes causing lifespan extension of C.
elegans, approximately 20% of genes the knockdown of which promotes
longevity encode proteins involved in mitochondrial electron transport chain
(ETC), suggesting a pivotal role for the mitochondria and therefore
metabolic rate in the regulation of longevity (Lee et al. 2003; Aguilaniu et al.
2005). Moreover, mice heterozygous for the mClkl, the homolog of C.
elegans clk-I gene were reported to have extended lifespans (Liu et al.
2005).
Metabolic activity during aging and calorie restriction
While in some mutants reduced metabolic activity is associated with
increased longevity, aging organisms also show reduced metabolism. A
comprehensive study of C. elegans metabolic activity showed a linear
reduction in oxygen consumption and ATP content with age (Braeckman et
al. 2002). Similar results were obtained from studies of mouse, rat, and
human tissues (Meacci et al. 1993; Imre et al. 2000; Martin et al. 2007).
Metabolic defects associated with mammalian aging lead to several
disorders, such as diabetes mellitus and metabolic syndrome (Shigenaga et
al. 1994; Toth and Tchernof 2000; Saltiel and Kahn 2001).
The most well-known means to extend lifespan is to limit food
consumption. Calorie restriction (CR) promotes longevity and delays aging-
related disorders in all organisms tested, including worms, flies, mice and
primates (Koubova and Guarente 2003). It had been suggested in the past
that CR causes lifespan extension by reducing metabolic rate, much like
mitochondrial mutants, therefore limiting damage to cells and delaying
tissue and organismal aging. Recent results, however, do not support this
hypothesis. It appears that at least in some species, calorie-restriction does
not lead to reduced metabolism. Studies of yeast and worms show that CR
actually causes increased respiration and oxygen consumption (Houthoofd et
al. 2002a; Houthoofd et al. 2002b; Lin et al. 2002; Bishop and Guarente
2007). Additionally, mammals subjected to CR are more active than age-
matched controls and do not display differences in body temperature or ATP
production (McCarter RJM 1997; Weed et al. 1997). These findings argue
that reduced metabolic rate is not always associated with delayed aging and
longer lifespan. The molecular mechanisms underlying the CR effect on
aging are largely unknown. CR extends lifespan independently of the
insulin-like signaling, as insulin-like pathway mutants respond normally to
CR (Houthoofd et al. 2003). sir2 homologs are required for CR-induced
increase in respiration and lifespan in yeast, and possibly in flies (Lin et al.
2000; Rogina and Helfand 2004). Studies are underway to identify genes
and pathways that play a role in the beneficial effects of calorie restriction
on aging and aging-related disease (Bishop and Guarente 2007; Panowski et
al. 2007).
Other genes and pathways that control C. elegans aging
Directly reducing reproduction can also have a positive effect on C.
elegans lifespan, as ablation of worm germline cell precursors by laser or
mutation results in lifespan extension (Hsin and Kenyon 1999), suggesting
that signals from the germline limit lifespan in worms. The germline
signaling effect on lifespan requires functional DAF-16 Foxo, but is likely
independent from insulin/IGF receptor DAF-2, since reducing insulin-like
pathway activity in the germline signaling mutants causes synergistic effect
on lifespan (Arantes-Oliveira et al. 2003).
Nematodes can sense aspects of their environment, such as
temperature and food availability, and modulate their behavior accordingly.
C. elegans mutants with defects in sensory perception are often long-lived
(Apfeld and Kenyon 1999; Alcedo and Kenyon 2004). This effect is
unlikely to be caused by food restriction, because CR can extend lifespans of
the C. elegans sensory mutants to the same extent as of the wild type
(Bishop N., personal communication).
Recently, several reports indicated that inhibiting translation in adult
nematodes results in increased lifespan (Hansen et al. 2007; Syntichaki et al.
2007). Also, autophagy has been shown to play a role in lifespan
determination, as longevity of insulin-like pathway mutants requires the bec-
I gene, which is involved in autophagy, and overexressing autophagy genes
extends worm lifespan (Melendez et al. 2003). Taken together, these
findings suggest that deregulation of protein synthesis and/or accumulation
of misfolded proteins in aging nematodes contribute to aging, and preventing
protein accumulation by either inducing autophagy or attenuating protein
synthesis can delay aging.
Mammalian genes that regulate aging.
The relatively long lifespans of mice and rats have limited the genetic
analysis of aging pathways in mammals, and only a small number of genes
have been shown so far to affect mammalian aging. On the other hand, the
interpretation of progeroid mutants is easier in rodents than in invertebrates,
because old rodents display more markers characteristic of human aging.
Many human progeroid disorders caused primarily by defects in DNA repair
have been recapitulated in mice, including Werner syndrome, Ataxia
Telangiectasia, Xeroderma Pigmentosum (XP), and Cockayne syndrome
(van de Ven et al. 2007). For XP mice, analysis of the progeroid phenotype
of mutants was extended beyond anatomical descriptions, and transcriptional
profiling of mutant animals showed remarkable similarity between profiles
of progeroid mutants and old animals (Niedernhofer et al. 2006; van der
Pluijm et al. 2006). A gain-of-function mutation in the p53 protein, which is
involved in maintaining genomic stability, also causes a progeroid
phenotype in mice, possibly because of increased programmed cell death
leading to degeneration of various organs and tissues (Tyner et al. 2002).
A mitochondrial link to aging was also found in mice: overexpression
of a mutator DNA polymerase in mitochondria leads to an increased number
of mutations in mitochondrial DNA, and premature aging (Kujoth et al.
2005). By contrast, superoxide dismutase mimetics and overexpression of
peroxisomal catalase in mitochondria extend murine lifespan, presumably by
reducing the rate of reactive oxygen species accumulation (Melov et al.
2000; Schriner et al. 2005). For some human and mouse progeroid
syndromes, mutations responsible for the phenotype may be identified, but
the mechanisms by which they act or pathways that they regulate are
unknown. Examples include human Hutchinson-Gilford progeroid syndrome
resulting from mutations in the LaminA gene (Eriksson et al. 2003), and the
apparently causal role of the Klotho protein in mouse aging (Kurosu et al.
2005; Masuda et al. 2005).
29
Conclusions
This is a very exciting time for studies of the genetic regulation of
aging. Numerous pathways that affect longevity have recently been
identified. It is clear that genes involved in responses to DNA damage,
mitochondrial function and metabolic pathways contribute to the
determination of lifespan. Studies of simple organisms like the nematode C.
elegans are extremely valuable for the identification of new pathways that
regulate longevity and for understanding the genetic interactions among
different longevity pathways. It is tempting to speculate that one or more of
these pathways act in humans and can be manipulated to delay aging or
aging-related disease.
One limitation of the field is its focus on genes that limit lifespan,
mutations in which cause increased longevity. There are few comprehensive
studies of genes that act to slow the rate of aging, primarily caused by the
complication of distinguishing progeria from sickness in simple organisms.
Development of reliable biomarkers of aging should solve this problem and
facilitate studies of genes that promote longevity. This thesis describes three
such genes, C. elegans sir-2. 1, ftt-2, and kat-1, which act in new pathways of
aging regulation.
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Figures
Figure 1. Current theories proposed to explain the cause of aging. It is
generally accepted that oxidative stress plays a central role in aging. Free
radicals, or reactive oxygen species, are by-products of cellular metabolism
and accumulate during aging, causing oxidative stress. The result is damage
to proteins and DNA, which in turn can lead to mitochondrial dysfunction,
energy deficit and metabolic abnormalities associated with aging. A "rate of
living" hypothesis suggests that the rate of aging is inversely proportional to















Figure 2. Genes from one of the two arms of the dauer pathway
regulate C. elegans longevity (edited from Larsen 1995). daf-2 and daf-7
mutants are Daf-c (form dauers constitutively), indicating that these genes
have a role in promoting continuous, non-Dauer development. Four other
Daf-c genes, daf-1, daf-4, daf-8, and daf-14, have genetic interactions
similar to those of mutations in daf-7, suggesting that they function with
daf-7. Genetic epistasis analysis indicated that Daf-d (dauer-defective)
genes daf-3 and daf-5 act downstream of daf-7 pathway, because mutations
in any of these genes suppress the effects of mutations in daf-7, daf-1, daf-
4, daf-8 or daf-14. daf-3 and daf-5 seem to function specifically in this
pathway since they do not strongly suppress mutations in Daf-c genes daf-2
and age-1/daf-23. By contrast, dauer-defective gene daf-16 suppresses the
effects of mutations in daf-2 and age-1/daf-23, but not of mutations in daf-
7. Mutations in daf-2 and age-1/daf-23 genes confers longevity to adults,
while mutations in daf-7, daf-1, daf-4, daf-8 or daf-14 do not.
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Figure 3. Insulin/IGF pathway regulates C. elegans longevity and
stress-resistance. The signaling cascade is initiated by binding of an
insulin-like substrate molecule to the receptor encoded by the daf-2 gene.
This binding event leads to activation of age-i-encoded PI3-kinase, which
generates PtdIns-3,4,5-P3, whereas the DAF-18 PTEN phosphatase homolog
degrades this second messenger. PtdIns-3,4,5-P 3 and its derivative PtdIns-3,4-
P2 lead to the activation of PKB-family kinases, encoded by akt-1, akt-2, and
sgk-1 . Phosphorylation by PKB blocks the activity of the daf-16 gene
product (forkhead / winged helix transcription factor) by phosphorylation,
which leads to DAF-16 exclusion from the nucleus. This translocation event
prevents activation of the daf-16 target genes, some of which function in
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SUMMARY
The longevity of Caenorhabditis elegans is promoted by extra copies of
the sir-2.1 gene in a manner dependent on the forkhead transcription
factor DAF-16. We identify two C. elegans 14-3-3 proteins as SIR-2.1
binding partners and show that 14-3-3 genes are required for the
lifespan extension conferred by extra copies of sir-2.1. 14-3-3 proteins
also are required for SIR-2.1-induced transcriptional activation of
DAF-16 and stress resistance. Following heat stress, SIR-2.1 can bind
DAF-16 in a 14-3-3-dependent manner. By contrast, low insulin-like
signaling does not promote SIR-2.1 / DAF-16 interaction, and sir-2.1
and the 14-3-3 genes are not required for the regulation of lifespan by
the insulin-like signaling pathway. We propose the existence of a stress-
dependent pathway in which SIR-2.1 and 14-3-3 act in parallel to the
insulin-like pathway to activate DAF-16 and extend lifespan.
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INTRODUCTION
C. elegans lifespan is controlled by an insulin/IGF signaling
pathway, which includes the DAF-2 transmembrane receptor, a series of
intracellular kinases, and the DAF-16 forkhead family transcription factor
(Guarente and Kenyon, 2000; Finch and Ruvkun, 2001; Kenyon, 2005).
This insulin/IGF pathway regulates the generation of dauer larvae, which
are long-lived developmental variants that arise from second-stage (L2)
larvae when conditions are harsh (Larsen et al., 1995; Vanfleteren and
Braeckman, 1999). Mutations that decrease signaling by the DAF-2
receptor pathway cause an extension of the lifespan of adults (and more
frequent entry into the dauer developmental state by larvae) by triggering
the nuclear localization of DAF-16 (Henderson and Johnson, 2001; Lee et
al., 2001; Lin et al., 2001). Such mutations also increase the resistance of
animals to oxidative and genotoxic stress. The longevity and stress
resistance engendered by a reduction in insulin/IGF signaling is abolished
in mutants defective in daf-16 (Murakami and Johnson, 1996; Lin et al.,
1997; Paradis and Ruvkun, 1998; Honda and Honda, 1999). The forkhead
family of transcription factors includes mammalian FOXO 1, 3, and 4. In
mammals, activation of the insulin/IGF pathway causes phosphorylation of
forkhead proteins and their retention in the cytoplasm (Brunet et al., 1999;
Nakae et al., 1999; Tang et al., 1999). Nuclear localization of forkhead
proteins can be elicited by depletion of insulin from serum or by stress
(Tran et al., 2003; Brunet et al., 2004; Essers et al., 2004; Van Der Heide et
al., 2004; van der Horst et al., 2004).
C. elegans sir-2.1 and its orthologs in Sacharomyces cerevisiae and
Drosophila melanogaster can regulate lifespan (Kaeberlein et al., 1999;
Tissenbaum and Guarente, 2001; Rogina and Helfand, 2004). Transgenic
worms with extra copies of sir-2.1 live longer than the wild type. Because
this longevity requires daf-16, it was proposed that sir-2.1 works by down-
regulating insulin signaling (Tissenbaum and Guarente, 2001). This genetic
inference was bolstered by the finding that transgenes overexpressing sir-
2.1 conferred no further extension in lifespan to daf-2 mutants (Tissenbaum
and Guarente, 2001). Nevertheless, the mechanistic link between sir-2. I1
and the insulin/IGF pathway and its target daf-16 is unknown.
The proteins encoded by yeast SIR2 and its orthologs are NAD-
dependent deacetylases (Blander and Guarente, 2004). The mammalian
homolog Sirtl interacts with many proteins, including transcription factors,
such as p53, PPARO, and NF- OB, and transcriptional cofactors, such as
p300 and CBP (Luo et al., 2001; Langley et al., 2002; Takata and Ishikawa,
2003; Picard et al., 2004; van der Horst et al., 2004; Vaquero et al., 2004;
Yeung et al., 2004; Bouras et al., 2005). In mammals, Sirtl can bind to
and deacetylate forkhead proteins. Deacetylation of forkhead transcription
factors by Sirt 1 can result in either repression or activation of the
transcription of their target genes (Brunet et al., 2004; Motta et al., 2004;
Bouras et al., 2005) and appears to increase the resistance of mammalian
cells to DNA damage-induced apoptosis (Luo et al., 2001; Brunet et al.,
2004; Cohen et al., 2004; Motta et al., 2004).
14-3-3 proteins are highly conserved small acidic proteins that bind
phosphoserine and phosphothreonine residues in a context-specific manner
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(Durocher et al., 2000). Through interactions with their partners, 14-3-3
proteins regulate key biological processes, such as the cell cycle, apoptosis,
and transcription (Tzivion et al., 2001). 14-3-3 proteins affect their targets
by multiple mechanisms, including by activating or inhibiting intrinsic
protein activities, by altering subcellular protein localization, and by
scaffolding interactions between two binding partners. In mammalian cells,
14-3-3 proteins bind to phosphorylated forkhead (Brunet et al., 1999;
Durocher et al., 2000; Obsil et al., 2003), and this binding leads to retention
of forkhead in the cytoplasm, rendering it inactive. Mammalian 14-3-3
proteins can also bind the C. elegans forkhead protein DAF-16 when it is
phosphorylated (Cahill et al., 2001). In C. elegans, two genes, par-5 andftt-
2, encode 14-3-3-like proteins, both of which are enriched in the embryo
and in the gonad (Wang and Shakes, 1997; Morton et al., 2002). Mutations
in par-5 affect the asymmetry of early embryonic cell divisions and cause
maternal-effect lethality (Morton et al., 2002). ftt-2 is expressed in the soma
(Wang and Shakes, 1997); the effect of the loss of ftt-2 function has not
been described.
In this report, we show that SIR-2.1 acts with 14-3-3 proteins to
affect DAF-16 activity and lifespan. Our findings suggest that SIR-2.1 and
14-3-3 may act in parallel to the insulin-like pathway to regulate DAF-16
and extend lifespan.
RESULTS
C. elegans SIR-2.1 interacts with 14-3-3 proteins.
To identify SIR-2.1-interacting proteins in C. elegans, we raised a
polyclonal antibody that recognizes worm SIR-2. 1. Immunoflurescence
studies using this antibody showed nuclear staining in wild-type animals
(Figure 1A, left), consistent with the reported nuclear localization of the
mammalian homolog Sirtl (Langley et al., 2002). No staining was seen in
sir-2. 1 (ok434) mutants, which are deleted for the sir-2. I1 gene (Figure 1A,
right), indicating that this antibody is specific to SIR-2.1. We isolated SIR-
2.1 protein complexes by co-precipitation with the anti-SIR-2.1 antibody
and analyzed the complexes by mass spectrometry. We assayed lysates of
three different strains: the wild type (N2), sir-2. I (ok434A) (which does not
produce full length SIR-2. 1 protein), and a transgenic sir-2. I1 overexpresser
(O/E). We detected SIR-2.1 and one additional protein in the sir-2. I (O/E)
lysate (Figure 1B). This protein was subjected to mass spectrometry, which
revealed that it contained both C. elegans 14-3-3-like proteins, PAR-5 and
FTT-2, and no other proteins (Figure IC). PAR-5 and FTT-2 share 88%
sequence identity and are 78% (PAR-5) and 82% (FTT-2) identical with
human 14-3-3ý.
To address whether SIR-2.1/14-3-3 interaction also occurs in wild-
type animals with endogenous levels of SIR-2. 1, we repeated the anti-SIR-
2.1 immuno-precipitations and analyzed the precipitates by western blotting
using antibody raised against mouse 14-3-3 recognizing both C. elegans 14-
3-3 proteins (Figure ID). We detected 14-3-3 immunoreactivity in SIR-2.1
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precipitates isolated from both the wild type and the SIR-2.1-
overexpressing strain. The precipitation of another C. elegans deacetylase
protein, HDA-1, from wild-type worm lysates did not contain 14-3-3,
indicating that the interaction is specific to SIR-2.1 (see Figure 2A).
14-3-3 proteins in C. elegans are mostly localized to the cytoplasm
(Wang and Shakes, 1997). In mammals, 14-3-3 proteins are known to
shuttle between the cytoplasm and the nucleus (Brunet et al., 2002; Van Der
Heide et al., 2004). To see whether 14-3-3 proteins are present in C. elegans
nuclei, we performed cell fractionation experiments. While we detected
SIR-2.1 protein in the nuclear fraction but not in the cytosolic fraction, 14-
3-3 proteins were present in both nuclear and cytosolic fractions (Figure
lE). These observations are consistent with the hypothesis that the
interaction between SIR-2.1 and 14-3-3 proteins occurs in the nucleus.
C. elegans 14-3-3 proteins can interact with DAF-16 and act to retain
DAF-16::GFP in the cytoplasm.
Since mammalian 14-3-3 proteins bind phosphorylated FOXO
proteins (the homologs of DAF-16) and control their subcellular
localization (Brunet et al., 1999; Brunet et al., 2002; Cahill et al., 2001;
Obsil et al., 2003), we investigated whether C. elegans 14-3-3 proteins can
bind DAF- 16 and affect the localization of DAF-16.
We immunoprecipitated a functional DAF-16::GFP translational
fusion protein (Lee et al., 2001) from worm lysates using an anti-GFP
antibody and observed that 14-3-3 proteins co-immunoprecipitated with
DAF-16::GFP. The interaction between 14-3-3 proteins and DAF-16::GFP
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was likely specific to DAF-16 since 14-3-3 proteins did not co-precipitate
with a LIN-53::GFP translational fusion protein in a similar experiment
(Figure 2B). Thus 14-3-3 proteins can physically interact with DAF- 16,
similar to the interaction between mammalian 14-3-3 and the DAF- 16
homologue FOXO.
We next investigated whether low 14-3-3 levels will affect the
subcellular localization of DAF-16. In this experiment, we used RNA-
mediated gene interference (RNAi) to reduce the expression of the 14-3-3
genes. We constructed four non-overlapping RNAi clones, two targeting
each of the two 14-3-3 genes, par-5 andftt-2 (see Experimental
Procedures). Progeny of animals fed with bacteria expressing par-5 RNAi
expressed a maternal-effect lethal phenotype similar to that previously
described forpar-5 loss-of-function (If) mutants (Morton et al., 2002). The
progeny of animals fed withftt-2 RNAi frequently retained eggs and died of
internally hatched progeny, a phenotype similar to that offtt-2(lf) mutants
(see below). Feeding par-5 orftt-2 RNAi did not cause any apparent
abnormalities in animals that were transferred to RNAi plates as L4 larvae
or as adults. At the protein level, par-5(RNAi) had a minimal effect on the
level of total 14-3-3 proteins (data not shown), whereas ftt-2(RNAi) caused
substantial reduction in 14-3-3 protein level (see Figure 5B below). It is
important to note that the two C. elegans 14-3-3 genes are very similar, so it
is possible that RNAi of one gene would result in reduction of function of
the other. Nevertheless, we believe that at least some of the RNAi effects
are gene-specific, since par-5(RNAi) but notftt-2(RNAi) resulted in a
maternal-effect lethal phenotype similar to that caused by mutation in par-
5, andftt-2(RNAi) but not par-5(RNAi) resulted in a lower level of 14-3-3
proteins.
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Under normal conditions, DAF-16::GFP has a diffuse mostly
cytoplasmic localization. Reducing the expression ofpar-5 orftt-2 or both
by RNAi caused a pronounced nuclear accumulation of DAF-16::GFP
(Figure 3A). Nuclear DAF-16::GFP localization was most prominent in the
intestinal cells but was also apparent in muscle and hypodermis (we scored
animals as positive for nuclear DAF-16::GFP if most or all intestinal cells
showed nuclear GFP). We did not see GFP accumulation in neuronal
nuclei, perhaps because of the previously described insensitivity of this
tissue to RNAi (Timmons et al., 2001). RNAi targeting offtt-2 led to
nuclear DAF-16::GFP in 68% or 100% of animals, depending on the RNAi
clone used, while par-5 RNAi caused nuclear DAF-16::GFP in about 50%
of animals (Table 1). The par-5 RNAi result suggests that this biological
assay of DAF-16::GFP localization is likely more sensitive than western
blots, in which we could not detect a significant reduction in 14-3-3 level
following par-5(RNAi) feeding. In addition to altering the localization of
DAF-16::GFP, ftt-2(RNAi) but not par-5(RNAi) caused arrest at the L2-L3
larval stages of the progeny of daf-16::gfp animals. Larval arrest was not
observed when wild-type animals were subjected toftt-2(RNAi) and may
have been a consequence of the increased nuclear localization of over-
expressed DAF-16::GFP.
To confirm that loss offtt-2 function can alter DAF-16 localization,
we generated anftt-2 mutant strain by screening a library of chemically
mutagenized animals using PCR (Jansen et al., 1997; Liu et al., 1999).
ftt-2(n4426A) worms bear a 668 bp deletion that removes part of the
promoter and the start codon of the predictedftt-2 gene and therefore is a
good candidate for being a null allele offtt-2. These mutants develop
normally but die in early adulthood, because of bursting at the vulva or
internal hatching of progeny (data not shown). We introduced the daf-
16::gfp transgene into theftt-2(n4426A) strain. Larvae homozygous forftt-
2(A) had nuclear DAF- 16::GFP, similar to animals treated withftt-2(RNAi)
(Figure 3B), indicating thatftt-2 function may be required for the proper
subcellular localization of DAF-16. These experiments suggest that, as
proposed for the homologous proteins in mammals, C. elegans 14-3-3
proteins can act to retain the forkhead protein DAF-16 in the cytoplasm.
sir-2.1 overexpression slows DAF-16::GFP exit from the nucleus during
recovery from stress.
We next asked whether sir-2.1 levels could also affect the cellular
localization of DAF- 16. We crossed the daf-1 6::gfp transgene into two
different long-lived strains over-expressing sir-2.1, geln3, and pkIsl 642.
The DAF-16::GFP localization in these strains was cytoplasmic, as in the
control strain with wild-type levels of sir-2.1 (data not shown). Therefore
we concluded that under normal conditions SIR-2.1 overexpression does
not affect DAF-16 localization.
DAF-16 is known to translocate into the nucleus after heat shock. To
investigate a possible more subtle effect of SIR-2.1 on DAF-16 localization,
we studied the kinetics of stress-induced nuclear localization in the strain
with extra copies of sir-2.1. We found that in a wild type background and in
a strain over-expressing SIR-2. 1, DAF-16::GFP entered the nucleus with
similar kinetics, such that within 30 min. of a shift to 370 C over 80% of
animals in both strains had nuclear DAF-16::GFP (see Figure 4). The
kinetics of relocalization of DAF-16::GFP to the cytoplasm, however,
differed: loss of nuclear localization occurred significantly more slowly in
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the strain with the higher level of SIR-2. 1. For example, after 30 min. of
recovery, the over-expressing strain showed more than double the number
of worms that had cells with nuclear DAF- 16 (46% as compared to 18%;
Figure 4B). These experiments suggest that following stress increased SIR-
2.1 function can cause DAF-16 to remain in the nucleus, and therefore
promote the function of DAF-16 to mediate a cellular stress response.
The 14-3-3 genesftt-2 and par-5 are required for sir-2.1-mediated
lifespan extension.
As FTT-2 and PAR-5 interact with SIR-2.1 and affect DAF-16
localization, we asked whether 14-3-3 genes regulate C. elegans lifespan.
We used RNAi to reduce the levels of par-5 andftt-2 in adults and assayed
their lifespans. As controls, we measured lifespans of animals fed bacteria
expressing a control RNAi vector and animals fed daf-16 RNAi. RNAi
reduction ofpar-5, ftt-2 and daf- 16 had similar effects on the lifespans of
worms with wild-type levels of sir-2. 1: they resulted in a shortening of
lifespan by approximately 20% compared to the vector control (see Figure
6A).
Next we asked whether downregulation of 14-3-3 genes would affect
lifespan in long-lived animals with extra copies of sir-2. 1. The sir-2. I1 gene
R1 1A8.4 is predicted to be a downstream gene of a two-gene operon
(CEOP4372). To overexpress sir-2.1 with its regulatory regions we made a
new transgenic strain NL3909 pkIs1642 by microparticle bombardment.
The construct in the NL3909 strain contains the entire operon, including the
sir-2.1 coding sequence plus 2.5 kb of sequence upstream of sir-2.1
containing the gene R11A8.5, predicted to encode a glutathione S-
transferase-related protein, as well as 600 bases further upstream. Animals
carrying pkls 1642 transgene showed marked extension of lifespan relative
to the wild type (Figure 5A). Control experiments indicated that
overexpression of sir-2.1 but not of R11A8.5 is required for lifespan
extension ofpklsl642 transgenic animals (see Experimental Procedures and
Figure 5A). Overexpression of sir-2.1 inpkls1642 strain also promoted
increased resistance to heat shock (Figure 5B). Reduction of 14-3-3 levels
in animals with extra copies of sir-2.1 fully suppressed the lifespan
extension observed in this strain (Figure 6B). Whileftt-2 RNAi resulted in a
shortened lifespan indistinguishable from the effect of daf-16 RNAi, par-5
RNAi suppressed the lifespan of the sir-2.1 overexpresser to a wild-type
duration. Table 2 details the data for these and all other lifespan
experiments presented in Figure 6.
To address the possibility that the worms fed with the par-5 orftt-2
RNAi bacteria have non-specifically shortened lifespans because they are
sick, we tested the effects ofpar-5 andftt-2 RNAi on the lifespans of sir-
2.1 (ok434A) and daf-1 6(lf) mutants, both of which have slightly shorter
lifespans than the wild type. In these strains reducing 14-3-3 gene
expression caused little or no reduction in lifespan (see Figures 6C and 6D).
More strikingly, reducing 14-3-3 gene expression in a daf-2 mutant, which
like the sir-2. I1-overexpressing strain displays an increased lifespan, did not
shorten lifespan (see below). Thus, the effects ofpar-5 and ftt-2 RNAi on
lifespan probably are not caused by non-specific sickness. Rather, par-5
andftt-2 appear to be specifically required for the sir-2. 1-dependent
lifespan extension.
Our findings indicate that reduction of either par-5 orftt-2 triggered
nuclear localization of DAF-16 but did not promote longevity. This
62
observation suggests that nuclear localization of DAF- 16 may not be
sufficient to activate target genes and extend lifespan.
sir-2.1, par-5 and ftt-2 are not required for lifespan extension in animals
with reduced insulin/IGF signaling.
C. elegans sir-2.1 has been suggested to affect lifespan via the
insulin-like pathway (Tissenbaum and Guarente, 2001). To analyze the
interactions of the 14-3-3 genes with the insulin-like pathway, we tested the
effects of reducing par-5 andftt-2 in a daf-2 mutant, which has extended
lifespan. In this experiment, the lifespan extension of daf-2(el370) mutants
was fully suppressed by daf-16 RNAi, as expected. By contrast, par-5
RNAi andftt-2 RNAi had no effect (Figure 6E). Likewise, the loss of sir-
2.1 did not reduce the long lifespan of the daf-2 mutant and may have
lengthened it slightly (Figure 6F). These findings indicate that sir-2. 1, par-5
andftt-2 do not function in the insulin-like pathway downstream of daf-2.
Instead, sir-2.1 and the 14-3-3 genes may act upstream of the DAF-2
insulin-like receptor (for instance, by controlling production of its ligands)
or in a pathway of lifespan determination parallel to that of insulin
signaling. Since daf-16 is required for the lifespan extension by extra copies
of sir-2.1, any parallel pathway must converge on the DAF- 16 transcription
factor.
sir-2.1 can promote resistance to stress in anftt-2-dependent way.
DAF- 16 function is important for the stress response (Hsu et al.,
2003; Lamitina and Strange, 2005; Lin et al., 1997). As SIR-2.1
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overexpression led to extension of lifespan in a daf-16- andftt-2-dependent
manner, we asked whetherftt-2 might also be involved in stress resistance
caused by extra copies of sir-2. 1. We examined the effects of sir-2. I1 andftt-
2 on resistance to heat stress, by determining the survival of animals
subjected to 320 C heat shock (Figure 7A), and to oxidative stress, by
assaying development in 0.25 mM paraquat (Figure 7B). In both cases, the
sir-2.1 overexpressing strain was stress-resistant compared to the wild type,
and the sir-2.1 deletion strain was stress-sensitive (Figure 7A and B).
Moreover, anftt-2 loss-of-function mutation also caused sensitivity to stress
and completely abolished the stress resistance of the sir-2. 1-overexpressing
strain (Figure 7A and B). These findings show that sir-2.1 and 14-3-3
function together in determining stress resistance.
sir-2.1 can promote daf-16-dependent transcription in anftt-2-
dependent fashion.
The genetic interactions between sir-2. I1 and daf-16 led us to
speculate that sir-2. I1 may activate daf-16. To test this hypothesis we used a
GFP reporter for a known daf-16 target, sod-3 (Cahill et al., 2001; Honda
and Honda, 1999; Lee et al., 2003; McElwee et al., 2003). This sod-3::gfp
reporter, which has been used to assay daf-16 activity (Libina et al., 2003),
was crossed into strains with high-copy-number (geln3) or low-copy-
number (pkls 1642) transgenes carrying extra copies of sir-2. I1, and the sod-
3::gfp signal in these strains was visualized by fluorescence microscopy
(Figure 7C-E). In both SIR-2.1 overexpressing strains, the GFP signal was
much stronger than that in the wild type, indicating that transcription from
the sod-3 promoter was upregulated. A loss-of-function mutation in daf-16
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eliminated this upregulation of sod-3 (Figure 7G, H), suggesting that it
results from the activation of DAF- 16 by the elevated levels of SIR-2. 1.
Transcriptional array data also indicated an elevated expression of sod-3
and other DAF-16 targets in animals overexpressing SIR-2.1 (Viswanathan
et al., 2005 and Table 3).
Next we tested whether this activation of DAF-16 by SIR-2. 1 would
be influenced by reducing the levels of 14-3-3. Animals bearing a deletion
inftt-2 did not show upregulation of sod-3::gfp expression (Figure 7J),
although these mutants displayed a nuclear localization of DAF-16::GFP
(Figure 3B). However, the upregulation of sod-3 by the SIR-2.1-
overexpressing transgene was abolished by deletion offtt-2 (Figure 7K).
Moreover, the requirement forftt-2 was specific for the activation of DAF-
16 by SIR-2.1 overexpression, as the ftt-2 deletion did not reduce the high
sod-3.:.gfp expression seen in the daf-2(e3 70) mutant (see Figure 7F and
I). In summary, overexpression of SIR-2.1 appears to promote DAF-16
transcriptional activity and requires 14-3-3 to do so.
Following stress, SIR-2.1 interacts with DAF-16 in a 14-3-3-dependent
manner.
In mammals, both 14-3-3 proteins and a SIR-2.1 homolog Sirt1 can
physically interact with mammalian FOXO proteins (Brunet et al., 1999;
Brunet et al., 2002; Obsil et al., 2003; Brunet et al., 2004; Motta et al.,
2004; van der Horst et al., 2004). To ask whether comparable interactions
occur among the related proteins of C. elegans, we used a functional DAF-
16::GFP (Lee et al., 2001) and antisera to GFP and SIR-2.1 for co-
immunoprecipitation experiments and analyzed the precipitates using
western blots (Figure 8A). Since SIR-2.1 is a nuclear protein and DAF-16
is normally cytoplasmic (Henderson and Johnson, 2001; Lee et al., 2001;
Lin et al., 2001), we reasoned that any interaction would require nuclear
entry of DAF-16. Heat stress causes nuclear accumulation of DAF-16
(Henderson and Johnson, 2001; Lin et al., 2001). Thus, we
immunoprecipitated DAF-16::GFP or SIR-2.1 from untreated animals and
from animals that had been heat-shocked and assayed for co-
immunoprecipitation of SIR-2.1 and DAF-16. As expected, no SIR-
2. 1/DAF- 16 complex was observed in the absence of heat shock. After heat
shock, SIR-2.1 co-immunoprecipitated with DAF- 16 (Figure 8A). Thus,
following stress DAF-16 can physically interact with SIR-2.1 proteins in C.
elegans. Notably, 14-3-3 was found in the DAF-16::GFP
immunoprecipitate before and after heat shock and not in that of the control
animals lacking DAF-16::GFP (Figure 8A and 2B).
One of the known biological roles of 14-3-3 proteins is to act as a
scaffold, promoting interactions between two different proteins (Tzivion et
al., 2001). We asked whether 14-3-3 proteins were important for the
interaction between SIR-2.1 and DAF-16. We immunoprecipitated DAF-
16::GFP protein from lysates of animals grown onftt-2(RNAi) or vector
RNAi and subjected to heat shock and assessed the levels of SIR-2.1 in the
precipitates. ftt-2(RNAi) markedly reduced the amount of SIR-2.1 that co-
precipitated with DAF-16 (Figure 8B). par-5(RNAi) had no effect on the
level of 14-3-3 proteins in worms or the co-immunoprecipitation of SIR-2.1
with DAF-16 (data not shown). We conclude that following heat stress SIR-
2.1 interacts with DAF- 16 in a 14-3-3-dependent manner.
We tested whether reducing insulin-like signaling, which should
cause accumulation of dephosphorylated nuclear DAF-16, will affect
interactions between DAF-16, 14-3-3 and SIR-2.1 proteins. RNAi reduction
of daf-2 results in decreased insulin-like signaling leading to lifespan
extension and accumulation of DAF-16::GFP in the nucleus ((Henderson
and Johnson, 2001; Murphy et al., 2003) and Figure 9). However, unlike
heat shock, daf-2(RNAi) did not promote the interaction between SIR-2.1
and DAF-16 (Fig. 8B). After heat shock of the daf-2 RNAi treated worms, a
low level of DAF-16/SIR-2.1 interaction was observed, which may be due
to a fraction of DAF-16 that was not affected by daf-2 RNAi. These
findings suggest that DAF-16 phosphorylation and interaction with 14-3-3
may be important for the formation of SIR-2.1/ DAF-16 complex.
DISCUSSION
C. elegans SIR-2.1 and 14-3-3 proteins can function in a stress-response
pathway of longevity.
The longevity of C. elegans is increased by extra copies of the sir-2. I1
gene, and this effect is dependent on daf-16 (Tissenbaum and Guarente,
2001). Here we provide evidence for a mechanistic basis of this genetic
interaction: SIR-2. 1 and DAF-16 proteins can physically interact. We found
that SIR-2.1 functions in stress responses, as worms overexpressing SIR-2.1
were resistant to heat and oxidative stresses and sir-2. I1 loss of function
mutants were stress-sensitive. We also found that SIR-2.1 can activate
DAF-16-dependent transcription, as overexpression of SIR-2.1 increased
transcription of the DAF-16 target gene sod-3 in a daf-16-dependent way.
Moreover, we found that 14-3-3 proteins are required for the lifespan
extension, stress resistance and sod-3 activation conferred by extra copies
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of sir-2.1. Deletion offtt-2 prevented stress resistance and sod-3 activation
by SIR-2.1 overexpression, and RNAi of either par-5 orftt-2 suppressed the
SIR-2.1-mediated lifespan extension. We are not certain that par-5
functions in the lifespan extension caused by SIR-2.1 overexpression,
because RNAi ofpar-5 may also targetftt-2.
Mammalian 14-3-3 proteins can interact with phosphorylated FOXO
proteins and cause their retention in the cytoplasm (Brunet et al., 1999;
Durocher et al., 2000; Obsil et al., 2003). Insulin signaling promotes this
retention by causing phosphorylation of FOXO proteins. Here we
demonstrate that 14-3-3 proteins appear to be important for the cytoplasmic
localization of DAF-16, since reducing the expression levels of par-5 orftt-
2 results in nuclear accumulation of DAF-16::GFP. Thus, C. elegans 14-3-3
proteins can act to retain the C. elegans forkhead protein DAF-16 in the
cytoplasm, similar to their mammalian homologs.
Our data thus suggest that two different 14-3-3 protein complexes are
present in C. elegans: a DAF-16/14-3-3 complex in the cytoplasm and a
SIR-2.1/14-3-3 complex in the nucleus. Consistent with this hypothesis, we
could not detect an interaction between DAF-16 and SIR-2. 1 under normal
conditions. However, heat shock, which is known to promote DAF-16
localization to the nucleus (Henderson and Johnson, 2001; Lin et al., 2001),
triggered the formation of a SIR-2. 1/DAF-16 complex. Both
phosphorylation of DAF- 16 at the AKT sites and FTT-2 appear to be
required for this interaction between DAF- 16 and SIR-2. 1, since RNAi of
daf-2 orftt-2 reduced their association.
In summary, 14-3-3 proteins are required for the daf-16-dependent
biological effects of SIR-2.1 as well as for the physical association of SIR-
2.1 and DAF-16. Our results suggest that 14-3-3 genes and sir-2.1 act
together in a stress-mediated pathway of longevity. Even under normal
conditions animals may experience a basal level of stress, which may
explain the effects of SIR-2.1 and 14-3-3 in an absence of a specific stress
treatment. Our data indicate that 14-3-3 proteins play two antagonistic roles
in DAF-16 regulation. First, as previously described in mammals, 14-3-3
proteins bind to phosphorylated DAF-16 and promote its retention in the
cytoplasm. Second, 14-3-3 proteins function in a previously unknown
pathway to facilitate the association of DAF- 16 with SIR-2.1 in the nucleus
to elicit activation of sod-3, stress resistance and extension of lifespan. A
recent report suggests that the C. elegans P3-Catenin ortholog bar-i can
activate DAF-16 following stress (Essers et al., 2005). It will be interesting
to see if bar-i participates in the 14-3-3/SIR-2. 1-mediated mechanism of
DAF- 16 regulation.
SIR-2.1 and 14-3-3 may affect longevity by regulating DAF-16
Forkhead in parallel to the insulin-like pathway.
It has been suggested that sir-2. I1 promotes longevity by
downregulating the insulin-like signaling pathway (Tissenbaum and
Guarente, 2001). We observed that sir-2.1, par-5 andftt-2 were not required
for lifespan extension in a daf-2 mutant. Furthermore,ftt-2 was not required
for the activation of sod-3 by a reduction in insulin-like signaling, even
thoughftt-2 was required for activation of sod-3 by SIR-2.1 overexpression.
Our findings therefore indicate that sir-2.1 andftt-2 do not act in the
insulin/IGF pathway downstream of DAF-2. We cannot rule out the
possibility that SIR-2.1 functions upstream of the DAF-2 receptor, for
example, by regulating insulin production. However, the stress-inducible
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14-3-3-dependent physical interaction between SIR-2.1 and DAF-16
suggests that SIR-2.1 and 14-3-3 act in a pathway parallel to insulin-like
signaling that like the insulin-like pathway converges on the DAF-16
transcription factor.
A model for the roles of SIR-2.1 and 14-3-3 in DAF-16 activation and
longevity.
Our results suggest the following model for the role of SIR-2.1 in
DAF-16 activation (Figure 10). Under normal conditions, DAF-16 is mostly
inactive, present in the cytoplasm and bound by 14-3-3 proteins. A
reduction in insulin/IGF signaling, for example in daf-2 mutants, renders
DAF-16 nuclear by reducing its state of phosphorylation by AKT kinase,
thereby dissociating it from 14-3-3. Nuclear localization of DAF-16 is not
sufficient for activation of its target genes, since reducing expression offtt-
2 rendered DAF-16 nuclear but did not activate the DAF-16 target sod-3 or
extend lifespan. That nuclear DAF-16 is not necessarily active is consistent
with the finding that overexpression of DAF-16 mutated at all known AKT
sites leads to constitutively nuclear DAF-16 localization but does not
extend lifespan (Lin et al., 2001). It is possible that DAF-16 requires an
additional cofactor that acts with DAF- 16 to regulate transcription when
insulin/IGF signaling is reduced. Alternatively, the nuclear DAF-16 that
accumulates in worms with lowftt-2 levels may be non-functional because
DAF-16 is insufficiently dephosphorylated.
In response to stress, forkhead proteins translocate to the nucleus
(Brunet et al., 2004; Henderson and Johnson, 2001; Lin et al., 2001; Tran et
al., 2003) in a process that may involve the JNK kinase signaling pathway
(Oh et al., 2005). We propose that SIR-2.1 binds the nuclear DAF-16
produced by stress, but not the nuclear DAF-16 produced by low insulin-
like signaling. The resulting SIR-2.1/DAF-16 complex promotes DAF-16-
dependent transcription, stress resistance and longevity, in a manner
dependent on 14-3-3 proteins. One possibility is that 14-3-3 scaffolds the
interaction between SIR-2.1 and DAF-16 and a ternary complex among
SIR-2.1, DAF-16 and 14-3-3 participates in the transcriptional activation of
DAF-16 target genes. Another possibility is that 14-3-3 mediates a
modification of DAF-16 and/or SIR-2.1 following stress, triggering the
association of a binary complex of DAF-16 and SIR-2.1. This alternative
model requires two additional steps involving an unknown 14-3-3-mediated
modification of either SIR-2.1 or DAF-16 and dissociation of 14-3-3 from
both SIR-2.1 and DAF- 16.
Our proposed activation of FOXO proteins by a pathway involving
SIR-2.1 and 14-3-3 may be a general molecular mechanism for the
regulation of longevity by Sir2 orthologs in metazoa.
EXPERIMENTAL PROCEDURES
Antibody production, immunofluorescence, and cell fractionations
Rabbit polyclonal anti-SIR-2.1 antiserum was raised against purified full-
length His-tagged SIR-2.1 protein and affinity-purified using His-tagged
SIR-2.1 bound to nitrocellulose membranes. The mouse monoclonal
antibody to GFP was anti-AFP mAb 3E6 (QbioGene). The anti-DAF-16
rabbit polyclonal antibody was a gift from G. Ruvkun. The mouse
monoclonal anti-14-3-3 1(H8) antibody was purchased from Santa Cruz
Biotechnology. To control for total protein content in loading we used the
anti-aTubulin mouse monoclonal antibody Dmla (Sigma). HDA-1 rabbit
polyclonal antibody was purchased from Santa Cruz.
Whole-mount immunofluorescence of larvae and adult animals was
performed as described (Finney and Ruvkun, 1990) with purified anti-SIR-
2.1 antibody and visualized by Nomarski fluorescence microscopy.
Cell fractionations were performed as described (Chen et al., 2000). Ce-
lamin antibody was from Y. Gruenbaum (Liu et al., 2000). SQV-4 antibody
was obtained from Ho-Yon Hwang (Hwang and Horvitz, 2002).
Immunoprecipitation and western blots
Worm lysates for immunoprecipitation (IP) were made by sonication of
pelleted worms in 5 volumes of IP buffer (10 mM Hepes-KOH, 250 mM
NaC1, 0.5% NP-40, 10% glycerol, 5 mM EDTA, 1 mM DTT, Protease
Inhibitors: one Complete Mini tablet (Roche Biochemical) per 10 ml IP
buffer), for three 10 sec bursts on ice, and the lysates were centrifuged at
10,000 rpm for 20 min at 40 C. The supernatant was saved, and total protein
concentration was determined using a BioRad Dc Protein Assay kit. For
mass spectrometry analysis, 10 mg of total protein was used per IP. For
western blot analysis, 1-3 mg of total protein was used per IP. Input lanes
contained 20-50 [tg of total protein.
Immunoprecipitations were performed by first binding the antibody to
Amersham fast-flow Protein A beads for 2 hr at 40C, followed by washes
with IP buffer, and incubation with worm lysates at 40 C. Precipitated
proteins were eluted by boiling in SDS protein sample buffer. The samples
were then centrifuged 5 min at 13,000 rpm to separate Protein A beads, and
the supernatants were loaded onto 4-15% gradient polyacrylamide gels
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(BioRad). For mass spectrometry analysis, gels were stained with
Coomassie blue, and bands were excised and sent to the Taplin Biological
Mass Spectrometry Unit at Harvard Medical School for analysis.
For western blot analysis, proteins were transferred to nitrocellulose
membranes. Membranes were blocked with 5% milk in PBST (20 mM
sodium phosphate pH 7.2, 150 mM NaCl, 0.01% Tween-20) for 30 min at
room temperature, and then incubated with the indicated primary antibodies
in PBST for 60 min at room temperature or overnight at 4VC. The
membranes were then incubated with anti-mouse and anti-rabbit
horseradish peroxidase-conjugated secondary antibodies that were
purchased from Bio-Rad, and the signal was detected using Western
Lightning Chemiluminescence reagent (Perkin Elmer).
Lifespan, stress-resistance and RNAi analyses
Unless stated otherwise, lifespan assays were performed at 200 C and
initiated by transferring L4 larvae of the indicated genotypes to plates
containing 10 [tM fluorodeoxyuridine (FUDR). Unless indicated otherwise,
all RNAi and lifespan experiments were performed using N-terminal par-5
andftt-2 RNAi clones. In many cases, the plates contained Carbenicillin,
Tetracyclin, and IPTG, which are required for the standard RNAi feeding
protocol (Kamath et al., 2003). We used Prism 4 software to perform
statistical analyses of survival curves. Animals that crawled off the plate,
burst at the vulva or died from internal hatching of progeny were excluded
from the analyses. In all lifespan assays reported here, between 90% and
95% of animals died naturally and were scored.
For RNAi analysis of DAF-16::GFP localization, L4 animals were
transferred to RNAi plates containing bacteria induced to express an RNAi
clone or carrying empty RNAi feeding vector as a control (Kamath et al.,
2003). The phenotype of progeny was scored after 48-72 hr at 200C.
Heat-shock assays were performed at 320 C using one-day-old adults.
For each genotype, 50-70 animals were transferred to 5 cm plates, and
viability was scored every two to eight hrs after shift to 32TC. Statistical
analysis was performed using Prism 4 software, as for the lifespan assays.
Assays of paraquat sensitivity were performed at 200 C by transferring
arrested Li larvae to plates containing 0.25 mM paraquat. Development
was assessed 2, 3, and 4 days later, and the percent of animals that
developed to adulthood was scored. All strains assayed contained
muIs84[sod-3::gfp] in the background; expression of this transcriptional
reporter did not alter stress resistance (data not shown). The student t-test
was used to evaluate the significance of differences in the means.
Strains
Standard nematode growth medium (NGM) (Brenner, 1974) was
used for C. elegans growth and maintenance at 200C. Unless otherwise
stated, plates were seeded with E. coli OP50 bacteria (Brenner, 1974).
NL3909 pkIsl642 [unc-119 sir-2. 1] is a low-copy sir-2. I1 transgenic
overexpresser strain produced by microparticle bombardment. The
transgene inpkIs1642 includes sir-2.1 coding sequence plus 2.5 kb of
upstream sequence, including the predicted gene R11A8.5, subcloned into a
pRP2510 vector (a gift of E. Ivanov). The construct was introduced into
unc-119(ed3) worms, and transgenic animals were selected based on the
unc-119(+) phenotype (coordinated locomotion and ability to form dauer
larvae). The presence of the transgene was verified by PCR. As a control,
the vector pRP2510, which contains the unc-119 gene alone, was
transformed into unc-119(ed3) animals, generating strain NL3908 pkls1641
[unc-119]. To test whether the effects on stress resistance and lifespan
observed in the NL3909 strain are indeed attributable to sir-2. 1, we used
RNAi to reduce expression of each of sir-2.1 and R11A8.5 genes in the
pkls1642 background. Northern blot analysis confirmed that RNAi of both
genes is specific: that is, sir-2. I1 RNAi reduced the level of the sir-2. I1
transcript but did not affect the level of R11A8.5 transcript; similarly,
R11A8.5 RNAi reduced the level of the R11A8.5 transcript but did not
affect sir-2.1 level. Then we performed lifespan and heat-stress assays of
pkls1642 transgenic animals fed control RNAi, sir-2.1 RNAi or R 11A8.5
RNAi bacteria. Both lifespan extension and stress resistance ofpkIsl642
animals were suppressed by sir-2.1 RNAi but were not significantly
affected by R11A8.5 RNAi (See Figure 4).
Strain VC199 sir-2. 1 (ok434) was obtained from the C. elegans Gene
Knockout Consortium via the Caenorhabditis elegans Genetics Center and
was outcrossed five times to the wild type prior to use.
ftt-2(n4426) was obtained by screening a deletion library. This
mutant has a 668 bp deletion of the promoter and most of the first exon of
the predictedftt-2 gene, from 22920 to 23598 on cosmid F52D10. The
strain was outcrossed six times to the wild type. Presence of the deletion
was verified by PCR.
The muls84[sod-3::gfp] transgene from strain CF 1553 was from the
CGC. The muls84[sod-3::gfp] transgene was crossed into the following
genetic backgrounds by standard genetic methods: geln3[sir-2.1 rol-
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6(sul 006)], pkls1642[sir-2.1 unc-119], daf-16(mgDf50); pks1l642,
daf-16(mgDf50); geln3, ftt-2(n4426), pklsl642; ftt-2(n4426), daf-2(e1370);
ftt-2(n4426).
The daf-16:: gfp transgene xrls87 [daf-16a::GFP::DAF-I6b rol-
6(su1006)] was a gift from R. Lee and G. Ruvkun (Lee et al., 2001).
The daf- 16:: gfp transgene xrls87 [daf-]6a:: GFP::DAF- 16b rol-6(sul 006)]
was crossed into N2, geln3, and pkls1642 backgrounds by standard genetic
methods, and the presence of geln3 was verified by anti-SIR-2.1 western
blot. To generate daf-16::gfp; ftt-2(n4426) animals we crossed daf-16::gfp
transgenic males withftt-2(n4426) hermaphrodites, generatingftt-2 (+/A)
heterozygotes, and examined the progeny of theftt-2 (+/A) worms for DAF-
16::GFP localization. Two classes of GFP-expressing progeny were
observed: the first, constituting more than 85% of GFP-expressing progeny,
had cytoplasmic DAF-16::GFP and at least one wild-type copy offtt-2; the
second class had nuclear DAF-16::GFP in all cells. Worms of this second
class arrested as L1 or L2 larvae and were shown by single-animal PCR to
be homozygous for the ftt-2 deletion.
lin-53(n833) unc-76(e911); lin-15A(n767); nIs119[LIN-53::GFP]
was a gift from M. Harrison (personal communication).
Molecular biology
To construct par-5 andftt-2 RNAi clones, the cDNAs of these genes were
amplified by RT-PCR from N2 RNA purified using Trizol (Invitrogen). To
construct the N-terminal RNAi clones for par-5 andftt-2, we used the
primers AAAATGGAAGATGGGGGTTC and
GGAATACCGCGTCAAGGTAA for par-5 and
AGAGTCAAGTTGTCACGGAGAAG and
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CGATGTTTTCGTCCTATTTTCTG primers forftt-2. The cDNA
fragments were then digested with SacI endonuclease (New England
Biolabs), resulting in a 168-611 fragment for par-5 and a 275-614 fragment
forftt-2, and cloned into the SacI site of the pPD 129.36 RNAi feeding
vector. In addition, AGA GCT CGG ACT CGA CCT TGA TCA TGC and
AGA GCT CTT AGT TTC CAG CTT CCT GG, and AGA GCT CTG
ACG CCA TCG CTG AGC TCG and AGA GCT CAG TTG CCT CCC
TCT GTC TCG TTG GC primers were used to amplify a C-terminal
portion of the par-5 andftt-2 genes, respectively, from N2 genomic DNA
and to introduce a SacI site at the 5' and 3' ends of the amplified fragment.
SacI cleavage resulted in new non-overlapping fragments (639-747 for par-
5 and 614-745 forftt-2) that were cloned into a SacI site of pPD 129.36 to
obtain non-overlapping C-terminal RNAi clones for par-5 andftt-2. The
feeding RNAi strain for daf-16 was a gift of S. Lee and G. Ruvkun. The
RNAi clone for daf-2 was made by subcloning cDNA corresponding to
exon 9 of daf-2 into the pPD 129.36 RNAi feeding vector.
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TABLES
Table 1: Reducingpar-5 andftt-2 by RNAi results in nuclear
accumulation of DAF-16::GFP
% nuclear DAF-16::GFPa % arrested
L3 larvae Adults (n) larvae
(n)
RNAi vector 0 (123) 0 (>200) 0
par-5 RNAi (N-terminal) 18 (82) 50 (80) 0
ftt-2 RNAi (N-terminal) 100 (91) NA 100
par-5+ftt-2 RNAi 100 (66) NA 96
(N-terminal)
par-5 RNAi (C-terminal) ND 48 (219) 0
ftt-2 RNAi (C-terminal) 68 (520) NA 80
GFP localization was scored using fluorescence microscopy to
observe the progeny of young adults fed the indicated RNAi
bacteria.
a All animals with any cells containing nuclear GFP were scored as
positive for nuclear DAF-16::GFP.
n = total number of animals examined, ND = not determined, NA =
non-applicable because of larval arrest.
Table 2: Analyses of lifespan experiments
Genotype sir-2.1
genotype







N2 WT (+) Vector 20 70(1) 6A--D
WT (+) par-5 17 56(1) P=0.0407 -
WT (+) ftt-2 17 61(1) P=0.0007 -
daf-16(mgDf50) WT (+) Vector 14 69(1) P<0.0001b 6D
WT (+) par-5 14 65(1) P=0.0840
WT (+) ftt-2 14 71(1) P=0.0844
pkIsl641 WT (+) Vector 20 101(2) P=0 .4 14 9b 6A
[unc-119] WT (+) par-5 16 104(2) P<0.0001
WT (+) ftt-2 16 100(2) P<0.0001
WT (+) daf-16 14 35(1) P<0.0001
sir-2.1(ok434) If(-) Vector 16 94(2) P<0 .0 00 1b 6C
If(-) par-5 15 75(2) P=0.0412
If(-) ftt-2 14 68(2) P=0.0006
If(-) daf-16 14 43(1) P<0.0001
pkIsl642 O/E (++) Vector 30 122(2) P< 0 .0 0 01 b 6B
[sir-2.1, unc-119] O/E (++) par-5 19 138(2) P<0.0001
O/E (++) ftt-2 15 169(2) P<0.0001
O/E (++) daf-16 15 94(2) P<0.0001
daf-2(e13 70) WT (+) Vector 41 100(2) P<0 .0 00 1b 6E
WT (+) par-5 38 54(1) P=0.7011
WT (+) ftt-2 38 106(2) P=0.1219
WT (+) daf-16 18 111(2) P<0.0001
daf-2(e1370) WT (+) None 39 122(2) 6F
sir-2.1(ok434) If (-) None 10 91(2)
daf-2(e13 70);
sir-2.1(ok434) If (-) None 43 143(2) P<0.0001 c
All statistical analyses were performed with Prism4 software, which uses Kaplan-
Meier survival analysis, and the log-rank test to analyze survival curves.
If, loss-of-function; O/E, overexpression.
aUnless stated otherwise, p-values compare the lifespans of worms grown on bacteria
expressing a particular RNAi clone to the lifespans of worms of the same genotype
grown on bacteria expressing the RNAi vector control.
bp-value vs. the lifespans of wild-type (N2) worms grown on an RNAi vector
control.
Cp-value compares the lifespans of sir-2.1(ok434) animals to daf-2(e 13 70); sir-
2(ok434) double mutants.
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Table 3: daf-16 targets upregulated in a sir-2.1 overexpresser.
Reported as
Elevation fold daf-16 target
Gene Description in sir-2.1 o/e# (ref)
C02A12.4 lys-7 protein involved in the response 2.8 (3)
to pathogenic bacteria
C05E4.9 gei-7 member of the malate synthase and the 2.3 (3)
isocitrate lyase family
C08A9.1 sod-3 superoxide dismutase 2.7 (1, 2, 3)
C55B7.4 dod-12 acyl-coA dehydrogenase 2.3 (3)
E01G4.3 Protein of unknown function 2.2 (3)
F15E6.4 Protein of unknown function 3.5 (3)
F18E3.7 D-aspartate oxidase 2.4 (3)
F21C10.10 Protein of unknown function 2.5 (3)
F28A12.4 Member of a protease protein family 2.3 (3)
F28F8.2 acs-2 fatty-acid acyl-coA ligase 6.3 (3)
F43H9.4 Protein of unknown function 2.2 (3)
F45D3.4 Protein of unknown function 3.1 (3)
K08F4.7 gst-4 glutathione S-transferase 2.0 (3)
K09C4.5 Member of a transporter/facilitator family 2.3 (3)
M02D8.4 Protein similar to asparagine synthase 2.1 (3)
R12A1.4 ges-1 carboxylesterase expressed in gut cells 2.3 (3)
T02B5.1 Member of the carboxylesterase protein family 2.8 (3)
T10B9.1 cyp-13A4/dod-1 cytochrome P450 family 2.5 (3)
T27E4.8 hsp-16.1 heat shock protein 3.9 (3)
W01B11.6 Thioredoxin 2.0 (3)
W06D12.3 fat-5 delta-9 fatty acid desaturase 4.0 (3)
ZC410.5 Protein of unknown function 2.0 (3)
" For a full list of genes that change expression levels in animals with extra copies of sir-2. 1,
see ref.4: Viswanathan et al, 2005.
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FIGURES
Figure 1: C. elegans SIR-2.1 interacts with 14-3-3 proteins.
(A) SIR-2.1 is a nuclear protein. Whole-mount larvae and adults were
incubated with anti-SIR-2.1 antibody followed by washes and incubation
with FITC-conjugated secondary anti-rabbit antibody. Fluorescence
microscopy revealed nuclear staining in wild-type adult hermaphrodites
(WT, left) but not in a sir-2. I1 deletion strain sir-2. 1(ok434) mutants (sir-
2.1(A), right). Black arrows point at intestinal nuclei, and white arrow
points at germline nuclei. (*) marks non-specific staining of the pharynx
muscle. (B) 14-3-3 proteins coimmunoprecipitate with SIR-2.1. Sonicates
were prepared from synchronized 1-day-old adults of three strains with
different levels of sir-2. 1: sir-2. 1(ok434), (sir-2. I (A)), the N2 wild-type
strain (WT), and the sir-2.1 high-copy transgenic overexpresser geln3 (sir-
2.1(0/E)). All samples contained 10 mg of total protein. The SIR-2.1 band
and a 30 kDa co-precipitating protein band are indicated by arrows. H,
heavy chain; L, light chain. (C) Peptides identified by mass spectrometry of
the 30 kDa band. The numbers represent the first and the last amino acids of
each recovered peptide. (D) SIR-2.1 and 14-3-3 interact in wild-type
animals. SIR-2.1 was precipitated from lysates of wild type, sir-2. 1(A) and
SIR-2.1 (O/E) animals, and precipitates were analyzed using western blots
with the indicated antibodies. Input lanes contained 50 [tg of lysate
proteins. Mock IP, to control for non-specific antibody interactions we
substituted the pre-immune serum for the SIR-2.1 antibody. (E) Both SIR-
2.1 and 14-3-3 are present in worm nuclear fractions. Western blot of
subcellular fractionations of wild-type embryos, separated into nuclear and
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cytosolic fractions. First lane contains crude extract prior to separation. N,
nuclear extract, C, cytosolic extract. Ce-lamin, a nuclear fraction marker,
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Figure 2. C. elegans 14-3-3 proteins interact specifically with SIR-2.1
and DAF-16. (A): 14-3-3 co-precipitates with SIR-2.1 but not with HDA-1
proteins. Immunoprecipitations were performed from wild-type animal
lysates with indicated antibodies, and analyzed by western blot with the
same antibodies and with 14-3-3 antibodies. (B): C. elegans 14-3-3 proteins
can bind DAF-16. Anti-GFP precipitations were performed from strains
expressing DAF-16::GFP and LIN-53::GFP fusion proteins, respectively.
14-3-3 co-precipitated with DAF-16::GFP translational fusion protein but
not with a LIN-53::GFP translational fusion protein. LC, light chain. Input





























Figure 3: 14-3-3 proteins affect DAF-16 localization. (A) Reducing par-
5,ftt-2, or both by RNAi results in nuclear accumulation of DAF-16::GFP.
Top left panel shows control animals fed bacteria carrying the RNAi vector.
Top right panel shows DAF-16::GFP accumulation in the nuclei of
intestinal cells in worms treated with par-5 RNAi. Bottom panels show
nuclear accumulation of DAF- 16::GFP in the intestinal and hypodermal
cells offtt-2 RNAi (left) or double par-5 + ftt-2 RNAi animals (right).
White arrows mark GFP accumulation in hypodermal nuclei, and white
arrowheads mark nuclei of intestinal cells. Images of L3 progeny of animals
fed with bacteria expressing the RNAi clones indicated were taken at 400X
magnification using Nomarski fluorescence microscopy, 2,000 ms exposure
time.
(B)ftt-2 deletion results in nuclear DAF-16::GFP. Left, DAF-16::GFP in
animals with wild-typeftt-2. Right, nuclear accumulation of DAF-16::GFP
inftt-2(n4426A) animals. Images of L1 larvae were taken at 1000X







Figure 4. Overexpression of sir-2.1 delays DAF-16 exit from the nucleus
during recovery from stress. (A and B) DAF-16::GFP localization in
animals with endogenous SIR-2.1 levels and in animals overexpressing
SIR-2.1 30 minutes after heat pulse. Worms from indicated genotypes were
subjected to heat pulse of 30 min at 370 C. DAF-16::GFP localizations was
monitored before the heat pulse, and every 10 min thereafter. For recovery
worms were transferred to 200 C, and DAF-16::GFP localization was again
monitored every 10 min. (B) Kinetics of DAF-16::GFP subcellular
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Figure 5. Overexpression of sir-2.1 is required for lifespan extension
and stress resistance of the pklsl642 transgenic animals. (A): sir-2.1
RNAi but not R11A8.5 RNAi suppresses lifespan extension ofpklsl642
animals. Median lifespans are: pkls]641 + vector RNAi: 24 days (n=l 12);
pkIs1642 + vector RNAi: 32 days (n=l 13); pkls]642 + R11A8.5 RNAi: 34
days (n= 116); pkls1642 + sir-2.1 RNAi: 24 days (n=115). (B): pkIs1642
animals fed sir-2.1 RNAi show reduced resistance to heat stress relative to
animals fed control RNAi vector or R11A8.5 RNAi bacteria. Median
survivals at 32TC are: N2, 25 hours (n=64); pkls]642 + vector RNAi: 48
hours (n=68); R11A8.5 RNAi: 40 hours (n=78), p>0.05, ns; sir-2.1 RNAi:
25 hours (n=66), p<0.001.
!641 + vector RNAi
642 + vector RNAi
'642 + R11A8.5 RNAi










Figure 6:ftt-2 and par-5 are required for sir-2.1-mediated lifespan
extension. Lifespan analyses were performed using RNAi plates as
described in Experimental Procedures. A-E: The black dashed line
represents the lifespans of wild-type (N2) control animals fed bacteria
carrying control RNAi vector, and solid lines represent lifespans of animals
of indicated genotypes fed with bacteria carrying control vector (black),
par-5 RNAi (magenta),ftt-2 RNAi (blue), or daf-16 RNAi (red). The sir-
2.1(wt) animals in (A) and pk1642[sir-2.10/EJ animals carried the unc-119
coinjection marker. Experiments were performed at 200 C. (A) par-5 andftt-
2 RNAi shorten the lifespans of animals with endogenous sir-2. I1 levels by
-25%. (B) RNAi targeting par-5 orftt-2 prevents the lifespan extension by
extra copies of sir-2. 1. Worms fedftt-2 RNAi had lifespans similar to those
of animals fed daf-16 RNAi (-50% reduction compared to the vector
control), and par-5 RNAi had a weaker effect, as lifespans were shortened
to the level of the wild type (-30% reduction relative to the vector control).
(C) Effects ofpar-5, ftt-2, and daf-16 RNAi on the short lifespan of sir-2.1
loss-of-function animals. Reductions in the expression levels of any of the
three genes resulted in a similar slight (<10%) shortening of the life span of
sir-2.1(ok434) animals. (D) par-5 andftt-2 RNAi do not significantly
shorten the life span of daf-16(mgDf50) animals. (E)ftt-2 RNAi do not
significantly shorten the long life span of daf-2(e1370) animals. (F) Loss of
sir-2.1 function does not shorten the life span of daf-2(e1370) animals.
Epistasis analysis of sir-2.1 and daf-2 genes showed that double mutants
bearing loss-of-function mutations in both genes had long life spans, similar
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Figure 7. Overexpression of sir-2.1 leads to stress-resistance and
activation of the daf-16 target gene sod-3 in anftt-2-dependent manner.
(A-B): sir-2. 1 andftt-2 promote stress resistance. WT, wild type; sir-2. 1(A),
sir-2.1 (ok434); ftt-2(A), ftt-2(n4426); sir-2. I (o/e), pkIs1642. A. Young
adults of the indicated genotypes were subjected to heat shock at 320 C, and
their viability was scored over the next 40 hr at the indicated time points. B.
Synchronized L larvae were transferred to plates containing 0.25 mM
paraquat. The number of animals that developed past the L4 stage was
assessed 96 hr later. Error bars represent standard deviations from triplicate
experiments. The p values vs. the wild type are: sir-2. 1(A), p=0.012 ; sir-
2.1(o/e), p=0.001;ftt-2(A), p=0.004; sir-2.1(o/e);ftt-2(A) relative to sir-
2.1(o/e), p=0.001. (C-K) SIR-2.1 overexpression promotes activation of
sod-3 transcription, in daf-16 andftt-2-dependent manner. The psod-
3::gfp(muls84) reporter was crossed into the indicated genetic backgrounds,
and the expression of the reporter was observed using fluorescence
microscopy. Note higher levels of sod-3::gfp expression in both strains
overexpressing sir-2. 1, the high-copy overexpresser geln3 (D), and the low-
copy overexpresser pkIsl642 (E), relative to that in the wild type (C). In
daf-16(mgDf5O) animals sod-3::gfp expression was not increased by
transgenes carrying extra copies of sir-2. I1 (compare D to G and E to H).
Theftt-2 deletion did not have a pronounced effect on sod-3::gfP expression
in the wild-type background (J) but totally prevented induction of sod-
3::gfp expression in worms with extra copies of sir-2.1 (compare K to E).
This effect offitt-2(A) was specific for sir-2. 1, since anftt-2 deletion did not
reduce elevated sod-3::gfp expression in the daf-2(lf) strain (compare I to
102
F). All images were taken at 50X magnification using Nomarski
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Figure 8. DAF-16 and SIR-2.1 interact in worms following stress, and
this interaction depends on 14-3-3. (A) Coimmunoprecipitation of SIR-
2.1 with DAF-16::GFP and 14-3-3 proteins following heat shock. Worm
lysates were prepared from geln3 worms (lacking DAF-16::GFP) or
animals overexpressing DAF-16::GFP fusion protein. SIR-2.1 or DAF-
16::GFP were precipitated from worm lysates using SIR-2.1 antibody or an
anti-GFP monoclonal antibody. Precipitates were separated by SDS PAGE
and analyzed using western blots with antibodies to DAF-16 (polyclonal
serum), SIR-2.1, and 14-3-3. +, animals were heat-shocked for 45 min at
37TC prior to lysis (B) Coimmunoprecipitation of SIR-2.1 and DAF-
16::GFP in animals with low insulin signaling and reduced levels of 14-3-3
proteins. Lysates were made as in (A). Worms were grown on RNAi plates
containing L4440 vector control bacteria (vector), daf-2 RNAi bacteria, or
ftt-2 RNAi bacteria. The lysates were analyzed as in (A). (C) A summary of
immunoprecipitation data above: associations between SIR-2.1, 14-3-3, and

































RNAi vector def-2 ftt-2
Heatshock - - +
DAF-16 I ---- ...
SIR-2.1 .i 4






Complexes Normal Stress Low insulin Low insulin
conditions signaling + stress
SIR-2.1/14-3-3 + + + +













Figure 9. daf-2 RNAi results in low insulin-like signaling. (A): DAF-
16::GFP accumulates in nuclei of animals subjected to daf-2 RNAi. daf-
16::gfp animals were fed daf-2 RNAi bacteria or control RNAi vector
bacteria for two generations. The picture shows young adult progeny of
animals transferred to RNAi plates at L1 larval stage. Arrows point at
intestinal nuclei, arrowheads point at hypodermal nuclei. (B): Animals fed
daf-2 RNAi show significant lifespan extension relative to animals fed
control RNAi vector. Median lifespans are: vector RNAi: 20 days (n=64),














Figure 10. A model for the roles of SIR-2.1 and 14-3-3 in DAF-16
regulation of stress resistance and lifespan. We propose that following
stress SIR-2.1 binds DAF-16 in the nucleus in a 14-3-3-dependent manner
and the resulting complex participates in transcriptional activation of DAF-
16 target genes. 14-3-3 may promote the interaction between SIR-2.1 and
DAF- 16 either by scaffolding the complex or through a modification of
DAF-16 or SIR-2.1 following stress. Under low insulin-like signaling
conditions DAF-16 is not phosphorylated at the Akt sites, becomes
dissociated from 14-3-3 and accumulates in the nucleus. Nuclear DAF-16
produced by low insulin-like signaling does not bind SIR-2.1 and does not
require sir-2.1 and 14-3-3 function for activation. It is possible that another



















3-Ketoacyl thiolase controls the rate of aging in C. elegans
Ala Berdichevsky, Erika Hartweig, Leonard Guarente,
and H. Robert Horvitz




Studies of long-lived C. elegans mutants identified several genes that
function to limit the nematode lifespan, i.e. mutate to extend lifespan. By
contrast, studies of genes that normally function to delay aging were limited.
We identified a keto-acyl thiolase gene kat-1 in a genetic screen for C.
elegans mutants that age prematurely. Loss of kat-1 function results in
marked accumulation of aging pigment lipofuscin, short lifespan, early
behavioral decline, and other phenotypes characteristic of premature aging.
kat-1 encodes a conserved metabolic enzyme involved in fatty acid
oxidation. Our findings indicate that kat-1 acts to delay C. elegans aging
independently of known pathways for longevity determination, and suggest




Over the last few decades, several lines of experiments using C. elegans
and other organisms have resulted in progress towards understanding
molecular mechanisms of aging (Russell and Seppa 1987; Guarente and
Kenyon 2000; Braeckman et al. 2001; Gershon and Gershon 2002). C.
elegans aging, like aging of many organisms, has both predetermined and
stochastic components: animals of identical genotype will not have identical
lifespans, but a population under controlled conditions will show a
predictable distribution (Klass 1977). Loss-of-function mutations in single
genes in C. elegans can substantially increase lifespan (Kenyon et al. 1993;
Tissenbaum and Ruvkun 1998; Hsin and Kenyon 1999; Arantes-Oliveira et
al. 2003), indicating that lifespan determination in nematodes has a major
genetic component. Research in the field has largely focused on genes that
normally function to reduce longevity, that is, genes that mutate to extend
lifespan. This focus has been primarily a consequence of the difficulties in
distinguishing accelerated aging from sickness in short-lived mutants.
While longevity remains the most commonly used measure of the
nematode aging rate, additional biomarkers of C. elegans aging have been
characterized (Klass 1977; Garigan et al. 2002; Herndon et al. 2002;
Gerstbrein et al. 2005). These biomarkers include behavioral decline and
tissue aging. Strikingly, old nematodes display several features characteristic
of mammalian aging. First, aging of C. elegans is characterized by a
progressive decline in locomotion, both in velocity and in coordination:
aging worms move more slowly, become uncoordinated, and eventually
cease movement and become paralyzed (Klass 1977; Herndon et al. 2002;
Huang et al. 2004). Aging animals also show decreased feeding and
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defecation rates (Klass 1977; Huang et al. 2004). Food consumption by C.
elegans is facilitated by contractions of the pharyngeal muscle that grinds
the bacteria and pumps it into the intestine (pharyngeal pumping). Old
worms show a gradual decrease of pharyngeal pumping rate, followed by a
cessation of pumping around day 16 of adulthood. Lack of visible pumping
does not lead to immediate death, and animals can live for more than a week
without feeding (Huang et al. 2004).
Old nematodes, like old humans, show progressive tissue and organ
deterioration. Muscles degenerate in aged worms, and gonad, intestine, and
connective tissues deteriorate (Herndon et al. 2002). Herndon et al. (2002)
observed that senescence in C. elegans is tissue-specific. While the nervous
system of C. elegans maintains normal anatomy and expresses appropriate
markers until a very old age, the muscle degenerates extensively: body-wall
muscle nuclei change shape and disintegrate, and sarcomeres become
disrupted. Old worms also seem to undergo misregulation of biosynthetic
processes and display thickening of their cuticles (normally, the cuticle is
synthesised during the larval stages prior to molting and not in adulthood)
and a production and diffusion throughout the body cavity of yolk proteins,
even though the oocytes that normally take up yolk proteins are no longer
produced (Garigan et al. 2002; Herndon et al. 2002).
The intestinal cells of C. elegans accumulate autofluorescent material in
the cytoplasm, just as post-mitotic mammalian cells accumulate the aging
pigment lipofuscin (Clokey and Jacobson 1986; Gerstbrein et al. 2005).
Lipofuscin consists of variable lipid peroxidation products, oxidized
proteins, and iron, and resists proteolytic degradation (Yin 1996). This
material accumulates in the secondary lysosomes, the cell's waste
compartment (Koenig 1964; Clokey and Jacobson 1986; Brunk and Terman
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2002). The amount of lipofuscin gradually increases throughout adulthood,
and C. elegans autofluorescent granules can be detected by fluorescence
microscopy.
Tissue degeneration, the accumulation of lipofuscin, and behavioral
decline provide criteria to distinguish between aged and sick worms and
therefore can be used to facilitate the study of the aging process in C.
elegans. Specifically, these features provide biomarkers to identify genes
involved in the regulation of aging rate and for characterizing mutants that
show premature aging, or progeria, and may reveal a new class of aging
genes in C. elegans and other organisms.
Here we report the identification of a gene, kat-1, that controls the rate
of aging in C. elegans. We isolated kat-1 in a genetic screen for mutants
with increased accumulation of the aging pigment lipofuscin, and animals
bearing loss-of-function mutations in kat-1 age and die prematurely. kat-1
encodes a conserved enzyme involved in fatty acid metabolism and was
previously implicated in the control of fat accumulation in nematodes. Our
results indicate that C. elegans kat-1 acts in a new pathway that controls
longevity and the rate of aging.
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RESULTS
Aging pigment that accumulates in old worms fluoresces with a
spectrum similar to that of mammalian lipofuscin
Of the biomarkers of aging we could use to screen for C. elegans
mutants that age prematurely, we chose to focus on the age-related
autofluorescence accumulation. This autofluorescence was readily
detectable in living old animals under fluorescence-equipped dissecting
microscope, whereas young animals accumulated negligible amounts of
autofluorescence (Figure lA). We determined the spectrum of the
autofluorescent pigment that accumulates in old C. elegans hermaphrodites
and compared it with the spectrum of mammalian lipofuscin. We prepared
lysates of wild-type worms of different ages and measured the fluorescence
in these extracts by fluorimeter using different excitation/emission
combinations (data not shown). The best signal-to-noise ratio was
observed using the excitation wavelength of 350 nm. At this excitation, the
emitted fluorescence peaked at approximately 430 nm, and the magnitude
of the peak fluorescence correlated with the age of the animals (Figure
IB). Notably, mammalian lipofuscin fluoresces with a very similar
spectrum: its excitation and emission maxima are 345 nm and 430 nm,
respectively (Csallany and Ayaz 1976; Brunk and Terman 2002). These
experiments show that worm aging pigment is similar to that accumulating
in old mammalian cells.
The characterization of the fluorescence signal by fluorimetry helped
us define a custom filter set for monitoring intestinal autofluorescence
(excitation 365 nm, emission 420-440 nm). Subsequent experiments were
performed with this new filter set, which allowed detection of increased
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fluorescence signal in younger worms, facilitating screening and recovery
of the isolates.
Mutants with abnormal aging rates show abnormal fluorescence
accumulation
Next we wanted to determine whether mutants with abnormal lifespans
will show differences in accumulation of the lipofuscin-like aging pigment.
Mutations in genes involved in the insulin-like pathway significantly alter
the C. elegans lifespan and rate of aging (Finch and Ruvkun 2001; Kenyon
2005). We examined a long-lived mutant with a loss-of-function mutation
in the insulin-like receptor daf-2 gene and a short-lived mutant with a loss-
of-function mutation in the forkhead transcription factor gene daf-16. We
also tested autofluorescence accumulation in another short-lived mutant
defective in the gene sir-2. 1, which acts in a different aging pathway
(Berdichevsky et al. 2006). Both short-lived mutants accumulated more
lipofuscin-like fluorescence than the wild-type animals, at all ages tested.
The long-lived daf-2 mutants accumulated less autofluorescence than did
the wild type (Figure IC). Similar observations have been reported by
Gerstbrein et al. (2005). These results indicate that lipofuscin accumulation
is a reliable marker of aging, and that this biomarker is suitable for
screening for mutants that age prematurely.
Screen for mutants with increased lipofuscin
To identify genes that when disrupted cause premature aging, we
performed a screen for mutants that show premature accumulation of
lipofuscin autofluorescence (Figure 2). We mutagenized L4
hermaphrodites with EMS and isolated synchronized F2 progeny. We then
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treated the L4 F2 worms with 5' fluoro-deoxyuridine (FUdR), which
blocks DNA replication and prevents worm eggs from hatching. This
treatment allows observation of aged F2 worms without mixing these
animals with the next generation. The F2 animals were screened for
increased lipofuscin accumulation when they reached the second or third
day of adulthood. Wild-type animals of this age accumulate a negligible
amount of intestinal autofluorescense (Figure 1). Isolates with high levels
of lipofuscin were moved to plates without FUdR for recovery. The
phenotype of high autofluorescence was retested for in the progeny of the
original isolates. We screened approximately 20,000 haploid genomes and
picked 51 candidate mutants, 16 of which did not produce viable progeny.
Of the 35 fertile isolates, 24 failed to retest. We obtained 11 mutant strains
that reliably exhibited the premature accumulation of intestinal
autofluorescence.
Mutants isolated in the screen correspond to at least three
complementation groups
We outcrossed the isolates from the screen six times to the wild type
before characterization. Three of the isolates, n4430, n4434, and n4435,
exhibited a weakly semidominant phenotype: heterozygous animals
showed weak accumulation of autofluorescence and were distinguishable
from both the wild type and the mutant. Among the progeny of these
heterozygous animals approximately one quarter showed strong
fluorescence accumulation, one quarter had no detectable fluorescence and
one half showed weak accumulation of autofluorescence. The phenotype of
the n4501 isolate was recessive, whereas the phenotypes of the other seven
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mutants, n4427, n4428, n4429, n4432, n4433, and n4436, were strongly
semidominant: heterozygous animals showed high levels of
autofluorescence but were still distinguishable from the homozygous
mutants.
We mapped n4430, n4434, n4435, and n4501 to linkage group II
(LGII), and n4427, n4428, n4429, n4432, n4433, and n4436 mapped to
LGV (data not shown). n4430, n4434, and n4435 failed to complement,
while n4501 complemented n4430 for the increased lipofuscin
accumulation, and therefore represents another complementation group.
The progeny of crosses between different chromosome V mutants all
showed the mutant phenotype. However the interpretation of these
complementation tests is complicated by the semidominant phenotype
caused by these mutations. In short, the 11 isolates with high
autofluorescence represent at least three complementation groups, two on
LGII and one or more on LGV (Table 1), suggesting that at least three
genes control autofluorescence accumulation in C. elegans.
Three isolates premature display multiple attributes of aging
To assess whether our mutants age prematurely, we tested them for
other aging-related characteristics. Progeroid mutants should have shorter
lifespans than wild-type animals. Therefore, we performed lifespan
analysis of our mutants (see Table 1 and Figure 3). Seven had 25-40%
shorter lifespans than the wild type, whereas four had normal or almost
normal lifespans (Table 1). Notably, all three allelic LGII mutants had
short lifespans (Figure 3). The other LGII mutant, n4501, had only a slight
(15%) shortening of lifespan, and of LGV mutants, four had shorter
lifespans, while others had nearly wild-type lifespans.
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We also assessed the behavioral declines with age of our mutants.
The most obvious behavioral phenotype of aged worms is a progressive
slowing of the rates of locomotion and pharyngeal pumping with time.
Young worms produce robust sinusoidal movements with about 50 body-
bends per minute. After about 9 days of adulthood worms slow down their
locomotory rate by 50%, and by day 18 most have stopped crawling
completely (Hemdon et al. 2002; Huang et al. 2004). A similar slowing of
the pharyngeal pumping occurs (Huang et al. 2004). We have characterized
the behavioral decline with age of our screen isolates. The three allelic LGII
mutants n4430, n4434, and n4435 initially had wild-type rates of
locomotion and pumping, but from the mid-point in their lives (day 9)
showed a premature decline in both locomotion and pumping (Figure 4A,
B). The LGII mutants n4430, n4434, and n4435 also showed premature
onset of uncoordinated locomotion, another biomarker of aging in worms
(Herndon et al. 2002), similar to that observed in daf-16(lf) mutants that age
prematurely (Figure 4C). None of the other mutants, including those with
short lifespans, developed behavioral abnormalities with age (see Table 1
and Figure 4A, B).
To further analyze the phenotype of allelic LGII mutants we
performed electron microscopy analysis to look at tissue integrity in aging
wild type and in n4430 mutant animals. Old wild-type animals show
profound decline in the integrity of many organs, including intestine, gonad,
and muscle, and accumulation of electron-dense material (Herndon et al.
2002). The intestinal lumen of old worms is often bloated with bacteria, and
the intestinal cells show membrane swirls typical of necrosis (Garigan et al.
2002). n4430 animals showed early decline of intestine and gonad
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compared to the wild type, greatly increased accumulation of electron-
dense material, and early appearance of necrosis-like membrane swirls
(Table 3 and Figure 5).
Based on these results, we conclude that the gene mutated in n4430,
n4434, and n4435 is likely to control normal onset and progression of aging
in C. elegans.
Mapping and cloning of the gene identified by n4430
We cloned the gene mutated in n4430 animals using a combination of
positional cloning, polymorphism mapping and RNAi. We genetically
mapped n4430 on LGII to the region between dpy-10 and unc-4 and close to
unc-104 (Figure 6A). We then used polymorphism mapping and bli-2 n4430
unc-4/CB4856 recombinants to narrow the region to approximately 155 kb,
spanned by three cosmids, C15F1, C52E12 and C06B7. We injected of a
pool of these three cosmids and observed rescue of the premature
autofluorescence observed in n4430 animals (see Figure 6B). When injected
individually, only cosmid C06B7, which contains 16 predicted genes,
rescued the fluorescence accumulation of n4430 animals. By contrast,
cosmid ZK1127, which contains 12 of the 16 C06B7 ORFs, did not rescue
(Figure 6). In parallel, we knocked down each of the genes contained in
C06B7 by feeding dsRNAs, and found that reducing one of the 16 genes on
C06B7, T02G5.8, results in high autofluorescence. We injected a PCR
product containing the T02G5.8 gene into n4430 animals and observed that
TO2G5.8 can rescue fluorescence accumulation abnormalities in the n4430
mutants (Figure 7A). Importantly, the same fragment also restored normal
lifespan to the short-lived n4430 mutants (Figure 7B). We determined the
120
sequence of TO2G5.8 in n4430 mutants and found a missense mutation
(G1550A) in the last exon of this gene (Figure 6C). We determined the
sequences of TO2G5.8 in the two allelic mutants, n4434 and n4435, and
found lesions in both (n4434: G504A, n4435: G1402A) (Figure 6). C.
elegans mutants with increased intestinal autofluorescence were previously
isolated by Babu (1974). Mutations in one of the genes he described, flu-3,
resulted in an increase in gut autofluorescence similar to that observed in the
n4430 mutants, and mapped close to dpy-10 on LGII (Babu 1974).flu-
3(el001) failed to complement n4430 for intestinal fluorescence
accumulation, suggesting that they are allelic. We sequenced T02G5.8 influ-
3(el001) and found that T02G5.8 is mutated in this strain (Ala271Thr,
Ala279Val), confirming that T02G5.8 isflu-3.
T02G5.8 encodes a conserved thiolase involved in fatty acid
metabolism.
The gene T02G5.8 encodes a protein with 52% identity and 70%
similarity to the mammalian enzyme acetoacetyl CoA thiolase (EC 2.3.1.9),
which is involved in the beta-oxidation of fatty acids in mitochondria and
peroxisomes (Kegg pathway database,
http://www.genome.ad.jp/kegg/pathway.html). T02G5.8 was named kat-1
(for keto-acyl thiolase-1) by Mak et al (2006), who isolated this gene in a
screen for C. elegans mutants with abnormal fat metabolism (see
Discussion). We will use this name, instead offlu-3, below. kat-1 is well
conserved from worms to humans, and mutations identified in our screen
result in substitutions of conserved amino acids (Figure 8). To analyze the
null phenotype of kat-1, we obtained a deletion allele of kat-1, tm1037, from
the Japanese knock-out consortium (National Bioresource Project for the
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Experimental Animal Nematode C. elegans). kat-1(tml037A) showed
increased lipofuscin fluorescence, a shortened lifespan, and early behavioral
decline comparable to those observed for the kat-1 mutants n4430, n4434,
and n4435 (Figure 4C and data not shown).
kat-1 delays aging independently of most known longevity pathways
Several pathways are known that control C. elegans aging (Kenyon
2005). To see whether kat-1 acts to delay aging via one of these known
longevity pathways, we crossed the kat-1 mutation into backgrounds of
long-lived C. elegans mutants and tested whether kat-1 is required for the
lifespan extension of these mutants. In particular we made kat-1 double
mutants with mutants defective in the insulin-like receptor gene daf-2
(Kenyon et al. 1993), mitochondrial mutant isp-1 (Feng et al. 2001),
germline specification mutant mes-1 (Berkowitz and Strome 2000), and
chemosensory mutants osm-5 and che-3 (Apfeld and Kenyon 1999). In
most cases we saw that kat-1 is not required for the longevity induced by
mutations in these genes (see Table 2). The only exception was the
germline signaling gene mes-1. Lack of a germline significantly increases
the lifespan of C. elegans (Hsin and Kenyon 1999), and mes-1 temperature
sensitive mutants that lacked a germline had a 63% longer lifespan than
mes-1 animals that had a germline (Table 2). Although kat-1; mes-1 double
mutants showed a lifespan extension relative to kat-1 alone, this extension
was only 26% (Table 2). These results suggest that kat-1 acts to delay aging
via an unknown pathway, which may be partially required for lifespan
regulation by germline signaling.
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kat-1 mutants are sensitive to starvation
As many aging mutants show an altered resistance to stress, we tested
stress responses of kat-1 mutants. We assayed three types of stresses: heat
stress, oxidative stress, and starvation. In contrast to daf-1 6 progeroid
animals, which are more sensitive to both heat and oxidative stress, kat-1
mutants showed wild-type sensitivity to these stressors (Figure 9A and B).
kat-1 was not needed for the increased resistance to heat shock of long-
lived animals bearing mutations in the daf-2 insulin-like receptor gene
(Figure 9A), suggesting that it is not involved in cellular responses to heat
and oxidative stress.
By contrast, kat-1 was important for normal response to starvation
stress, because kat-1 mutants show increased sensitivity to starvation
compared to wild type (Figure 8C). For example, after nine days without
food, over 90% of kat-1 mutants had died, while two thirds of the wild-type
animals were still alive. Notably, kat-1 mutants also were less responsive to
calorie restriction (CR) relative to the wild type, as they showed a less
significant lifespan extension upon CR (35% extension for the wild type vs.
24% extension for the kat-1 mutants, see Table 2), consistent with the idea
that kat-1 function is required for coping with energy deficit.
Other fatty-acid beta-oxidation genes affect aging
Mutations in the gene kat-1 result in abnormalities in fat metabolism
(Mak et al. 2006). The enzyme encoded by kat-1 likely catalyzes the last
step of fatty acid breakdown, and kat-1 loss-of-function might result in a
decreased activity of the entire lipid beta-oxidation pathway. Beta-oxidation
of fatty acids involves binding of the camitine molecule, which is required
for the transport of fatty acids into the mitochondria. This reaction is
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catalyzed by carnitine transferase and it is a rate-limiting step of fatty acid
beta-oxidation (Shepherd et al. 1966). Other enzymatic steps include CoA
binding and subsequent oxidation reactions that lead to the production of 3-
ketoacyl CoA, which is cleaved into acetyl CoA and acyl CoA chain, now
shortened by two carbons (Figure 10). C. elegans genome contains multiple
genes encoding homologs of enzymes that catalyze different steps of beta-
oxidation pathway (see Table 4). We hypothesized that the progeroid
phenotype of kat-1 mutants is the result of an impaired fat oxidation by
these animals. We therefore asked whether other genes involved in fatty
acid beta-oxidation also affect the rate of worm aging. Specifically, we used
RNAi to reduce expression of the C. elegans enzymes predicted to catalyze
different steps of the fatty acid oxidation pathway and assessed lifespan and
fluorescence accumulation in these animals. The results of these
experiments are summarized in Table 4. While RNAi of many of the genes
tested did not cause aging abnormalities, reducing several fatty-acid
oxidation genes, including cpt-1 carnitine palmitoyl transferase 1, ech-2
enoyl dehydrogenase 2, ard-1 dehydrogenase 1, and another ketoacyl
thiolase T02G5. 4, resulted in a significant shortening of lifespan and/or
premature accumulation of lipofuscin fluorescence (see Figure 11 and Table
4). RNAi reduction of other putative beta-oxidation enzymes did not lead to
any visible abnormalities, suggesting that they are either not involved in the
regulation of aging, or that they act redundantly with other genes encoding
members of the same category of enzymes. Alternatively, the RNAi may
not have caused knock down of these genes to the extent required to see the
abnormalities.
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These results are consistent with the hypothesis that the premature
aging phenotype of kat-1 mutants is not kat-l-specific but rather results
from down-regulation of the fatty acid beta-oxidation pathway.
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DISCUSSION
KAT-1 thiolase regulates C. elegans aging.
We report the isolation of C. elegans loss-of-function mutations in the
ketoacyl thiolase gene kat-1 in a genetic screen for animals that age
prematurely. Here we show that kat-1 mutants have multiple defects
characteristic of accelerated aging: they precociously accumulate high
levels of aging pigment lipofuscin, show premature tissue aging, and have
short lifespans. These animals also show early behavioral decline typical of
old age. This finding indicates that kat-1 functions to promote longevity.
The phenotype of kat-1 loss-of-function mutants is unlikely to be
caused by non-specific sickness, because these mutants are not more
sensitive to heat and oxidative stress than the wild type. In addition, young
kat-l(lf) animals do not show any behavioral or tissue abnormalities apart
from increased lipofuscin. Therefore, we believe that kat-1 generally
functions to maintain normal rate of aging in worms, and its loss-of-
function accelerates the aging process.
Mutations in kat-1 were previously identified in a screen for mutants
displaying synthetic fat accumulation with tub-1 loss-of-function. tub-i
encodes a homologue of mammalian Tubby, which is involved in glucose
and fat metabolism (Wang et al. 2006). kat-1 acts in parallel to tub-i in the
mitochondria of intestinal and muscle cells to control triglyceride
accumulation in C. elegans (Mak et al. 2006). Defects in the mitochondrial
ketoacyl-CoA thiolase activity are found in patients with a rare metabolic
disease characterized by impaired ketone body metabolism, lactic acid
build-up, and inability to sustain starvation (Fukao et al. 2001). We found
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that C. elegans KAT-1 also results in sensitivity to starvation, suggesting
that the two proteins may play similar roles in energy homeostasis.
Fatty acid oxidation in aging and disease
Fatty acid beta-oxidation is a crucial process for acquiring energy from
dietary fats and fat stores (Ockner 2004). Fat is the main energy store in the
cell, and fatty acid oxidation is pivotal at times of food deprivation, such as
starvation or fasting (Finn and Dice 2006), and in organs that heavily rely
on energy produced from fat, such as liver, skeletal muscle, white adipose
tissue, and the heart (Dhalla et al. 1992; Wolfe 1998; Ockner 2004). Fatty
acid oxidation is carried out in mitochondria and peroxisomes, and integrity
of these organelles is crucial for effective energy production from fat fuels
(Reddy and Mannaerts 1994; Shigenaga et al. 1994; McGarry 1998; Reddy
and Rao 2006). Consistent with the crucial role of beta-oxidation in energy
homeostasis, mutations in genes encoding metabolic enzymes and upstream
regulators of fatty acid oxidation have been implicated in a variety of
human disorders. For example, mutations in the mitochondrial trifunctional
protein that possesses fatty acid dehydrogenase, enoyl-coA hydratase and
hydroxyacyl-coA dehydrogenase activities result in severe metabolic
disease characterized by inability to oxidize fats, liver abnormalities, and
inability to sustain starvation (Angdisen et al. 2005). Accordingly,
mutations in several fatty acid metabolism enzymes in rodents also cause
metabolic defects and early death (Ibdah et al. 2005; Tolwani et al. 2005;
Huyghe et al. 2006; Kao et al. 2006).
Normal mitochondrial energy production via oxidative phosphorylation
results in an accumulation of reactive oxygen species that ultimately cause
damage to mitochondria and mitochondrial dysfunction (Singh 2006).
127
Mitochondrial DNA mutations and non-functional mitochondria
accumulate during aging (Wallace 2005; Kujoth et al. 2006). Numerous
studies over the past 30 years showed an association between aging and
decreased fatty acid oxidation. Fatty acid oxidation rates are low in a
variety of tissues in old animals, such as skeletal muscles, liver, adipose
tissue and myocardial muscle (Mori et al. 1988; Paradies et al. 1995; Guo et
al. 2007). Tissues from old animals show decreased activities of multiple
enzymes implicated in fatty acid metabolism (a few examples include
Acetyl-coA dehydrogenase, AMPK, PGC-lbeta, and camitine acetyl-
transferase (Mori et al. 1988; Nogalska et al. 2003; Gonzalez et al. 2004)).
Accumulation of triglycerides and various products of incomplete lipid
oxidation also occurs at old age, leading to so-called lipotoxicity, and is
associated with age-related disorders like type 2 diabetes, metabolic
syndrome and Alzheimer's disease (Montine and Morrow 2005; Reddy and
Rao 2006; Weinberg 2006).
Does impaired fatty acid beta-oxidation cause aging?
Despite the apparent association between decline in fatty acid
oxidation and aging, it is unclear whether aging causes metabolic
abnormalities, or metabolic abnormalities contribute to the aging process,
and both ideas are discussed in the field (Toth and Tchernof 2000; Slawik
and Vidal-Puig 2006). That loss of function of KAT-1, an enzyme involved
in fatty acid breakdown, causes progeria raises the possibility that fatty acid
beta-oxidation pathway is important for the control of aging and lifespan.
Reducing expression of several beta-oxidation genes caused effects similar
to that of kat-1, namely increased lipofuscin and short lifespan. These
results are consistent with the hypothesis that beta-oxidation pathway is
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involved in the regulation of C. elegans aging. Notably, overexpressing kat-
I did not result in lifespan extension, perhaps due to the fact that other steps
of the pathway were limiting. Indeed, the reaction catalyzed by kat-1 is not
the rate-limiting reaction in fatty acid oxidation (Shepherd et al. 1966).
What causes the aging abnormalities of kat-1 mutants and of the
animals with a presumptive reduction of fatty acid oxidation? One
possibility is that inability to efficiently process fatty acids may result in
insufficient cellular energy, leading to cellular and organismal death.
Alternatively, defects in fatty acid oxidation might lead to the accumulation
of toxic substances originating from intermediates of lipid peroxidation;
such toxic substances might promote cellular damage and aging. Further
experiments to identify compounds that accumulate in kat-1 mutants as well
as studies of the energy utilization throughout the C. elegans lifespan might





Strains were cultured as described by Brenner (Brenner 1974) and
maintained at 200 C unless specified otherwise. The wild-type strain
described in this study was the Bristol strain N2 (Brenner 1974). The
following mutations were used (described by Riddle (1997) unless
otherwise noted):
LGI: dpy-5(e61), daf-16(mgDf50) (Ogg et al. 1997), che-3(e1124)
LGII: unc-85(n319), bli-2(e768), dpy-10(e128), unc-104(e1265), unc-
4(e120), bli-1(e769), kat-1(tm1037, n4430, n4434, m4435, e1001) (this
study).
LGIII: unc-32(e189), daf-2(e1370)
LGIV: unc-5(e53), sir-2.1(ok434), isp-l(qm150)
LGV: dpy-11(e224), unc-76(e911),
n4427, n4428, n4429, n4431, n4432, n4433, n4436 (this study)
LGX: lon-2(e678), osm-5(p813), mes-l(bn74ts)
Isolation of mutants with high lipofuscin-like fluorescence
We mutagenized N2 hermaphrodites at late L4 stage with ethyl
methanesulphonate (EMS) as described by Brenner (1974). After recovery
on food for 1 hour, individual Po animals were transferred to 50 mm Petri
plates. After 5 to 6 days the Fl animals were dissolved by bleaching in
NaOH and bleach solution. Bleaching dissolves larvae and adults, but not
embryos, and this procedure results in a synchronized culture, which is
important when studying aging. The F2 animals were transferred to 50 mm
Petri plates, 100 animals per plate. At the L4 stage, fluorodeoxyuridine
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(FUdR) was added to plates to final concentration of 25 uM. Animals were
screened for high intestinal autofluorescence at day 2 or 3 of adulthood. We
screened animals equivalent to approximately 20,000 mutagenized haploid
genomes using this procedure.
Linkage group assessment
We used the following markers to determine the chromosomal linkage
of newly isolated mutations that caused high autofluorescence: dpy-5 I, bli-
2 II, unc-32 III, unc-5 IV, dpy-11 V lon-2 X We generated animals
heterozygous for the new mutation and for three of these markers. We
picked progeny with high autofluorescence and determined if these progeny
segregated the above markers.
Polymorphism mapping
We used CB4856 and bli-2 n4430 unc-4 strains for single nucleotide
polymorphisms (SNP) mapping, similarly to the method described by
(Wicks et al. 2001). We crossed CB4856 males with bli-2 n4430 unc-4
hermaphrodites, picked F2 animals recombinant between bli-2 and unc-4
(showing only one marker) and obtained homozygotes for the recombinant
chromosome. We tested animals in next generation for the presence of the
n4430 mutation and identified the recombination site by following sequence
polymorphisms specific to N2 or CB4856 genome.
Transgenic animals
Germline transformation was performed as described by Mello et al.
(1991) by injecting cosmid DNA (5-20 ng/ul) or PCR products (5-50 ng/ul)
into kat-1 (n4430); unc- 76(e911) mutants. An unc-76 rescuing construct
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p76-16B (Bloom and Horvitz 1997) was used as co-injection marker. Non-
Unc transgenic lines were established and scored.
RNAi analyses
We used the whole-genome C. elegans RNAi library (Kamath et al.
2003) as a source for dsRNA-expressing bacterial strains we used in our
study. Feeding RNAi was performed as described by Fire et al. (1998), and
progeny of animals subjected to RNAi were scored at day 3 of adulthood
for autofluorescence accumulation. As RNAi negative controls, animals
were fed HT115 bacteria containing pL4440, a backbone vector in which
library constructs were subcloned.
Allele sequences
We used PCR-amplified regions of genomic DNA as templates in
determining gene sequences. For each gene investigated we determined the
sequences of the entire gene plus 250 bases of the upstream promoter
sequence. At least two independent PCR products were used to confirm an
observed mutation. All sequences were determined using an automated ABI
373 DNA sequencer (Applied Biosystems).
Analyses of lifespan and stress-resistance
Unless stated otherwise, lifespan assays were performed at 200 C and
initiated by transferring L4 larvae of the indicated genotypes to plates
containing 10 [tM fluorodeoxyuridine (FUdR). We used Prism 4 software
to perform statistical analyses of survival curves. Animals that crawled off
the plate, burst at the vulva or died from internal hatching of progeny were
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excluded from the analyses. In all lifespan assays reported here, between
90% and 95% of animals died naturally and were scored.
Heat-shock assays were performed at 320C using one-day-old adults.
For each genotype, 50-70 animals were transferred to 5 cm plates, and
viability was scored every 2 - 8 hrs after shift to 320 C. Statistical analysis
was performed using Prism 4 software, as for the lifespan assays.
Assays of paraquat sensitivity were performed at 200C by transferring
arrested L1 larvae to plates containing 0.25 mM paraquat. Development
was assessed 2, 3, and 4 days later, and the percentage of animals that
developed to adulthood was scored. Starvation survival analyses were
performed with synchronized L larvae in M9 with or without food.
Survival was assayed every 2 - 4 days by movement of larvae in liquid
droplets. The student t-test was used to evaluate the significance of
differences in the means.
Behavioral assays
Animals were grown on regular NGM plates without FUdR and
transferred every other day to separate them from their progeny. For
behavioral assays, animals were transferred to fresh NGM plates (seeded
with bacteria the night before) and maintained for 30 min. before
locomotion and/or pumping rates were counted. Locomotion rate was
determined by counting body bends per minute of moving animals in the
center of a fresh bacterial loan. Pumping rate was assayed by counting the
number of movements of the pharyngeal muscle per 30 seconds in animals
present in the bacterial loan. At least 15 animals per genotype per time
point were assayed. Classification of aging animals into behavioral classes
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was done as described by Hemdon et al. (2002). At least 80 animals per
genotype were assayed.
Electron Microscopy
Adult hermaphrodites of various ages were fixed in a mixture of 0.8%
gluteraldehyde and 0.8% OsO4 in 0.1 M cacodylate buffer (pH 7.2) for one
hr at 4°C in the dark. Worms were cut in this fixative with a razor blade, the
head regions discarded, and postfixed in 2% OsO4 in 0.1 M cacodylate
buffer overnight at 40C. Approximately four posterior regions were then
aligned in an agar block, and the agar blocks were dehydrated and
infiltrated into an Epon-Araldite mixture. Sections of the midbody region
(-30 nm) were collected on Pioloform-coated slotted grids. Sections were
post-stained with 1% uranyl acetate and Reynolds lead citrate. Sections
were viewed using a JEOL 1200EX electrone microscope at 80 KV.
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FIGURES AND TABLES
Table 1. Characterization of screen isolates




Pumping Mean lifespan, da3
decline 200C(250 C)
wild-type - - normal normal 21(12)
n4430 Weakly II 1 premature premature 14(11)
semidominant
n4434 Weakly II 1 premature premature 14(9)
semidominant
n4435 Weakly II 1 premature premature 14(10)
semidominant
n4501 Recessive II 2 normal normal 18
n4427 Semidominant V 3* normal normal 16(11)
n4428 Semidominant V 3* normal normal 19(11)
n4429 Semidominant V 3* normal normal 19(11)
n4431 Semidominant V 3* normal normal 19(11)
n4432 Semidominant V 3* normal normal 12(10)
n4433 Semidominant V 3* normal normal 19(11)
n4436 Semidominant V 3* normal normal 16(11)
* these mutants might or might not be allelic, as they cause a semidominant
phenotype.
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*, experiments performed at 25 0C; CR, calorie restriction.
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Table 3. n4430 mutants display premature tissue aging
Worms analyzed (n)
wild type day 2 (5)
wild type day 8 (15)
wild type day 13 (5)
wild type day 18 (5)














n4430 day 2 (5)








1 = no decline, i.e. youthful-looking tissue/ no deposits
2 = tissues showing early markers of degeneration/ few deposits
3 = marked degeneration of tissues/ deposits cover up to 50% of section
4 = total degeneration, i.e. organ is indistinguishable/deposits cover over 50% of section
Electron microscopy images were analyzed for the accumulation of electron-
dense deposits and abnormalities in gonad and intestine. Each animal was
given a score for gonad, intestine, and electron-dense deposits. The numbers
represent mean scores of all animals in the group. For example, the "Gut" score
of 3.25 for 23-day-old wild-type adults indicates that 3 out of 4 animals had
completely degenerated intestines scored as 4, and 1 animal had markedly
degenerated yet distinguishable intestine, scored as 3.
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Table 4. Analyses of lipofuscin accumulation and lifespan in animals
subjected to RNAi knock down of fatty acid beta-oxidation genes.
Step in beta-oxidation (Enzyme)
FA transport into mitochondria
(Carnitine O-palmytoyl transferase)
CoA binding
Fatty Acid acyl-coA ligase/ Acyl coA
synthetase
FA breakdown
Fatty Acid acyl-coA oxidase/



























































nd, not done; n, normal; Iva, larval arrest; na, not applicable; ++/+++ indicate increased
lipofuscin accumulation.
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Figure 1. Old worms accumulate autofluorescent pigment, and amount of the
pigment correlates with lifespan in aging mutants. A. Intestinal autofluorescence of
1-day-old (top) and 12-days-old (bottom) wild-type adult hermaphrodites was captured
using a DAPI filter (excitation 365-380 nm, emission 450 nm), with an exposure time of
1000 ms., magnification 50x. Here and elsewhere ages of animals are indicated as days
post-development, i.e. day 1 is first day of adulthood. B. Emission spectrum of
fluorescence of worm extracts prepared from wild-type animals of indicated ages, at 350
nm excitation. The fluorescence was measured using by spectroflurimetry. At least 100
animals were used for each extract (see Experimental Procedures for details). C, D.
Emission spectrum of fluorescence of worm extracts prepared from 2-days-old (C) and
8-days-old (D) wild-type adults (wt, blue curves), long-lived daf-2(e1370) mutants
animals (purple curves), and short-lived daf-16(mgDf50) (cyan curves) and sir-
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Figure 2. A screen for mutants with high accumulation of
lipofuscin-like fluorescent pigment. We screened synchronized F2
progeny of EMS-mutagenized hermaphrodites at day 3 of adulthood for






I Bleach to synchronize progeny
Screen young adult progeny for high autofluorescence
Retest candidates for high autofluorescence of young adults
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Figure 3. Mutations in gene specified by n4430, n4434, and n4435 result
in increased fluorescence and short lifespan
A. Intestinal lipofuscin of 3-day-old wild-type and n4430 adults. B. n4430,
n4434, and n4435 animals have shortened lifespans. Median lifespans were
as follows: N2, 18 days, n=79; n4430, 13 days, n=105; n4434, 16 days,
























Figure 4. Behavior abnormalities of n4430, n4434, and n4435 mutants.
A, B. Decline in locomotion rate (A) and in pharyngeal pumping rate (B)
with age was assessed in wild-type animals (grey bars), three LGII mutants
n4430, n4434, n4435 (blue and light blue bars), and two chromosome V
mutants with high intestinal fluorescence, n4427 (scarlet bars) and n4433
(pink bars). Three LGII mutants behave normally as young adults, but show
premature decline in locomotion and pumping evident from day 9 of their
lifespan. C. Aging animals were classified into four groups based on their
locomotion: A (green bars), animals with robust coordinated sinusoidal
locomotion; B (yellow bars), uncoordinated and/or sluggish animals; C (red
bars), animals that do not move forward or backward (but do move their
heads or shudder upon prodding); D (black bars), paralyzed/dead animals.
Four allelic mutants were tested: n4430 (1), n4434 (2), n4435 (3), and
tm1037 (see below) (4). Wild-type animals (N2) and progeroid daf-
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Figure 5. kat-1 tissue aging. Electron microscopy analyses were
performed to look at tissue aging of kat-] mutants. All animals of a given
age were grown identically and fixed on the same day. Figures show mid-
body cross-sections of wild-type worms and n4430 mutants of indicated
ages. Eight days old n4430 mutants show degeneration of the gonad and the
intestine, with evident packing of bacteria in the lumen and increased
necrotic membrane swirls (red arrows), which are present in the wild type
only at later time points, and accumulation of electron-dense material (red
arrowheads). i, intestine; g, gonad.
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Figure 6. Mapping and cloning of kat-1. A. Three-point mapping placed
the n4430 mutation right of or close to unc-104 on chromosome II. B. The
155 kb n4430-containing region identified by polymorphism mapping is
covered by three cosmids, one of which (C06B7) rescued the fluorescence
accumulation by n4430 animals. C. Mutation sites and amino acid changes
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Figure 7. kat-1 controls fluorescence accumulation and lifespan. A.
Intestinal fluorescence accumulation in young (1-day-old), middle-aged (5-
days-old) and old (12-days-old) n4430 animals compared with wild-type
nematodes (N2), progeroid daf-16(l animals, and n4430 animals injected
with genomic fragment containing T02G5.8 ORF and 2.5 kb of upstream
promoter sequence. Images were taken as in Figure 1. B. Lifespan of n4430
animals compared with wild-type (N2) lifespan and n4430 animals injected
with the rescuing genomic fragment (as in A). Median lifespans were as
follows: N2, 18 days, n=109, kat-](n4430), 15 days, n=95, kat-](n4430);
















Figure 8. kat-1 encodes a conserved ketoacyl thiolase. Alignments of
KAT-1 amino acid sequence with sequences of human, mouse, and
drosophila homologous proteins. Dark blue, amino acids identical in all
four sequences. Light blue, sequences identical in 2-3 of the four sequences.
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Figure 9. kat-1 stress resistance. A. kat-1 mutants do not show
increased sensitivity to heat shock. Animals were subjected to 32C heat
shock at first day of adulthood, and survival was measured during the next
64 hours. At least 60 animals are presented in each curve. B. kat-1 mutants
do not show increased sensitivity to oxidative stress. Wild-type and kat-
1 (n4430) animals were allowed to lay eggs on plates containing 25 mM and
50 mM paraquat. Fraction of animals developing to adulthood was
measured after 4 days and 6 days respectively. Development of least 300
eggs per PQ concentration per genotype was monitored. A representative
experiment of three independent experiments is shown. C. Survival of
arrested Ll larvae from wild type and kat-1 mutants in M9 buffer lacking
bacteria was monitored every 2 to 3 days. At every time point, samples
containing approximately 100 animals were observed in a drop of M9, and
percent of swimming animals was determined. The numbers shown are the
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Figure 10. 3-ketoacyl thiolase catalyzes the last step in fatty acid beta-oxidation
pathway. Fatty acid oxidation starts by binding of a CoA group to fatty acids,
catalyzed by acyl-CoA synthases; the resulting acyl-CoAs bind camitine (in the
reaction catalyzed by camitine palmitoyltransferase), which facilitates entry into
mitochondrial matrix. Inside mitochondria, acyl-coAs are converted to enoyl-CoAs by
acyl-CoA oxidases and acyl-CoA dehydrogenases, enoyl CoA is reduced by enoyl-
CoA hydratase into 3-hydroxyacyl-CoA. 3-hydroxyacyl-CoA dehydrogenase then
catalyzes production of 3-Ketoacyl-CoA. Finally, the last step of the fatty acid
oxidation is catalyzed by a 3-ketoacyl thiolase (e.g. KAT-1 in C. elegans) and it
involves binding of another CoA group and cleavage of a thiol bond that produces
Acetyl-CoA and Acyl-CoA chain shortened by two carbons (see box). This Acyl-CoA
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Figure 11. Reducing fatty acid oxidation genes causes increased
lipofuscin accumulation in C. elegans. Intestinal autofluorescence of 3-
days-old wild-type animals grown on bacteria expressing indicated RNAi
clones was photographed as described in Figure 1. Note that RNAi
knockdown of ard-1 (acyl-CoA dehydrogenase) resulted in larval arrest at
L2-L4 stages. Rare escapers that reached adulthood were small and sterile.
The image below shows ard-1 (RNAi) adult escapers.
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Figure 11.
Vector (RNAi) kat-1 (RNAi)
TO2GS.4 thiolase (RNAi) ard-1 (RNAi)
168
Addendum to Chapter 3.
FLU-1 kynurenine monooxigenase controls
intestinal fluorescence accumulation in C. elegans.
169
ABSTRACT
Characterization of mutants isolated in genetic screens for increased
accumulation of autofluorescence led to identification offlu-1 gene, which
controls intestinal fluorescence levels in C. elegans. In our screen, we
isolated three alleles offlu-1, all of which confer high levels of intestinal
autofluorescence. Some but not all mutations influ-1 were associated with
reduced longevity, and none resulted in premature behavioral decline,
indicating that whileflu-1 may control some aspects of aging, it is unlikely
to be involved in the general regulation of aging process. We cloned the
gene mutated influ-1 and found thatflu-1 encodes a kynurenine
monooxygenase, an enzyme involved in tryptophan metabolism.
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RESULTS
Characterization of LGV isolates.
In our screen for C. elegans mutants with premature accumulation of
intestinal autofluorescence, we isolated seven mutants that mapped to
chromosome V (see Chapter 3 Table 1). Mutations in these isolates semi-
dominantly cause increased accumulation of autofluorescence. Lifespan
analysis of the seven isolates showed that four mutants had normal
lifespans, whereas three mutants, n4427, n4432, and n4436 had shorter
lifespans than the wild type (Table 1). Quantitation of the autofluorescence
in n4427 and n4432 showed that these mutations resulted in strong
autofluorescence accumulation, much stronger than that seen in a daf-16
progeroid mutant used as a control (Figure 1). The semi-dominant
phenotype of these mutants complicated the interpretation of
complementation analysis. Genetic mapping indicated that all seven
mutations were close to each other on chromosome V: all showed similar
linkage to dpy-11 on LGV (data not shown), raising the possibility that they
were alleles of the same gene. We set to map and clone the gene mutated in
one of the shorter-lived mutants, n4427.
Mapping and cloning offlu-1.
We used a combination of positional cloning, polymorphism cloning
and RNAi to map and clone the gene mutated in n4427. We first located it
to the right of or close to dpy-11 on V (see Figure 2A): in the cross between
n4427 and unc-46 dpy-11, 20/20 Unc-non-Dpy recombinants showed high
autofluorescence, and 0/7 Dpy-non-Unc recombinants showed high
autofluorescence. We then mapped it to the right of or close to unc-23: in
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the cross between n4427 and dpy-11 unc-23, 0/16 Unc-non-Dpy
recombinants showed high autofluorescence, and 3/3 Dpy-non-Unc
recombinants showed high autofluorescence. Next- we mapped the
mutation to the left of unc-76: in the cross between n4427 and dpy-11 unc-
76, 18/34 Unc-non-Dpy recombinants showed high autofluorescence, and
13/27 Dpy-non-Unc recombinants showed high autofluorescence. Finally,
we mapped the mutation to the right of or close to lon-3 and left of or close
to rol-4-(Figure 2A): in the cross between n4427 and unc-42 lon-3, 5/5
Unc-non-Lon recombinants showed high autofluorescence, and 0/15 Lon-
non-Unc recombinants showed high autofluorescence. Similarly, in the
cross between n4427 and rol-4 dpy-21, 0/26 Rol-non-Dpy recombinants
showed high autofluorescence, and 4/4 Dpy-non-Rol recombinants showed
high autofluorescence.
We then double-cis-marked n4427 with dpy-11 and unc-76 to use the
resulting strain in single nucleotide polymorphism (SNP) mapping. We
performed SNP mapping as described (Wicks et al. 2001), and were able to
narrow down the region to approximately 450 kbp interval on chromosome
V. The above region was covered by 11 cosmids (Figure 2B). Eight of these
eleven cosmids, when injected in pooled combinations, did not rescue
fluorescence accumulation in n4427. We then used RNAi to knock down
the candidate genes in the region determined by SNP mapping, including
genes not covered by the injected cosmids (see Figure 2C). We performed
the RNAi experiments in an eri-I genetic background, which is
hypersensitive to RNAi (see Chapter 3 Experimental Procedures for
details). Of the 48 RNAi clones tested, one RNAi clone, RO7B7.5, resulted
in a striking accumulation of autofluorescence in eri-1 animals. We
sequenced the coding regions of RO7B7.5 in n4427 and found a mutation in
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the fourth exon of this gene. DNA sequencing of RO7B7.5 in all other LGV
isolates revealed that two other isolates n4432 and n4433 also carried
mutations in this gene. Notably, n4433 animals, which carried a nonsense
mutation in RO7B7.5 did not show lifespan abnormalities despite high
accumulation of fluorescence (see Discussion). In the other chromosome V-
linked isolates, n4428, n4429, n4431, and n4436, we did not find mutations
in the coding regions of RO7B7.5 (Table 1). These isolates may represent
alleles of other gene(s), or they can carry mutations in the non-coding
regulatory regions of RO7B7.5. Sequencing of introns and promoter regions
of RO7B7.5 in these mutants should answer this question.
Babu (1974) performed a genetic screen for mutants with
abnormal autofluorescence. One of the genes he described, flu-1, mapped to
chromosome V and exhibited similar effects on gut autofluorescence to the
RO7B7.5 mutants. The molecular identity of theflu-1 gene was unknown,
but extracts offlu-1 mutant animals showed decreased kynurenine
monooxygenase activity (Siddiqui and Babu 1980). We sequenced RO7B7.5
in theflu-1(e1002) allele and identified a mutation in the coding region of
the gene. Interestingly, the mutation in e1002 changed the same amino acid
as the mutation in n4427 (see Figure 2D). Therefore, RO7B7.5 isflu-1, and
we will use this name below.
flu-i encodes a conserved metabolic enzyme, kynurenine 3-
monooxygenase.
R07B7.5 flu-i encodes a protein with high similarity to metabolic
enzyme involved in the oxidative metabolism of tryptophan, kynurenine 3-
monooxygenase (EC1.14.13.9). The C. elegans FLU-1 protein is 45%
identical and 68% similar to human Kmo-1 (Figure 3). This enzyme uses
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oxygen, NADPH, and FAD for the catalytic oxidation of L-kynurenine to 3-
hydroxykynurenine and water (Figure 4A). Kynurenine is a key compound
in the kynurenine pathway, a major pathway for tryptophan metabolism in
mammals, which is involved in synthesis of nicotinic acid (Fig 4B).
Previous studies by Babu et al showed thatflu-1 (el 002) animals
accumulate high amounts of anthranilic acid and have low concentrations of
3-hydroxy-kynurenine caused by the block in this step of the pathway
(Siddiqui and Babu 1980 and Figure 4B). That the nonsense mutation in
n4433 and RNAi knock down of RO7B7.5 result in high accumulation of
gut autofluorescence suggests that this phenotype is caused by loss of
function of kynurenine monooxygenase. In accordance with this, extracts
fromflu-i(e1002) mutants had less than 10% of the wild-type kynurenine
hydroxylase specific activity (Siddiqui and Babu 1980). The semidominant
nature of theflu-1 mutations implies haplo-insufficiency, suggesting that
the kynurenine pathway in C. elegans is dose-sensitive.
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DISCUSSION
The essential amino acid tryptophan is metabolized via several
metabolic pathways, which result in the generation of several biologically
important molecules. Tryptophan metabolites include serotonin, the 'sleep'
hormone melatonin, an odor molecule indole, and the neurotransmitter
tryptamine (Moroni 1999). The main pathway of the tryptophan metabolism
is the kynurenine pathway involved in the biosynthesis of quinolinic acid,
the precursor for nicotinic acid and NAD. Tryptophan metabolism and
kynurenine pathway in particular are important for normal brain function,
because different intermediates of the kynurenine pathway can act as
agonists or antagonists of certain glutamate receptors (Moroni 1999).
Imbalances of the kynurenine pathway metabolism are implicated in
numerous neurodegeneration diseases, such as Huntington's disease,
Alzheimer's disease, ALS, and AIDS-dementia (Stone et al. 2001; Stone et
al. 2003).
We isolated mutants in a kynurenine monooxygenase geneflu-1 in a
screen for C. elegans mutants with elevated intestinal autofluorescence. We
obtained at least three alleles of theflu-1 gene, all of which have mutations
in the coding region offlu-1 and likely result in loss-of-function of this
gene. flu-1 was first characterized by Babu (1974), who isolated aflu-1
mutant in a similar screen. We have now determined the molecular lesion in
the original mutant strain and shown thatflu-1 encodes a conserved
metabolic enzyme kynurenine monooxygenase. Kynurenine
monooxygenase catalyzes the conversion of kynurenine to 3-
hydroxykynurenine. Accordingly, biochemical studies by Babu and
colleagues showed thatflu-1 mutants have decreased levels of 3-
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hydroxykynurenine and increased levels of anthranilic acid, another product
of kynurenine.
The idea behind our screen was to identify mutants that show
increased accumulation of aging pigment lipofuscin and are aging
prematurely. However, several observations suggest thatflu-1 is not
involved in the control of aging rate in C. elegans. First, the lifespan of a
flu-1 (n4433) mutant, which has an early stop mutation in the flu-1 gene, is
not shorter than that of wild type. Theflu-i (el 002) mutant also has wild-
type lifespan. Two otherflu-1 alleles, n4427 and n4432 confer shorter
lifespans than the wild type; however, both mutants have missense
mutations influ-1. The amino acid mutated in n4427 is identical to the
amino acid mutated in e1002, even though the resulting substitutions are
different. These data suggest that short lifespan observed in n4427 and
n4432 may not be specific to theflu-i loss-of-function. However, it is still
possible that mutations in n4432 and n4427 result in a dominant-negative
effect and cause stronger lifespan phenotype than n4433 loss-of-function.
Rescue experiments reintroducing wild-typeflu-1 gene into n4432 and
n4427 strains should clarify this issue.
Animals mutated influ-1 show no gross abnormalities apart from
high fluorescence accumulation. None of the flu-1 mutants showed
behavioral abnormalities typical of premature aging mutants, such as
progressive decline in locomotion and pharyngeal pumping with age (see
Chapter 3 Figure 6), suggesting thatflu-1 does not generally control the rate
of aging in C. elegans, and at most is involved in regulation of some aspects
of the nematode aging.
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CONCLUSIONS AND FUTURE DIRECTIONS
To conclude, flu-] mutants may not be involved in aging regulation,
but they may be useful in the studies of the kynurenine pathway and
tryptophan biology. In particular, additional genetic screens for animals
with abnormal fluorescence accumulation may result in identification of
mutants in other steps of these pathways. Screens for suppressors of high
fluorescence accumulation may identify upstream and downstream
regulators of the pathway and shed light on the structural aspects of the
FLU-1 kynurenine monooxygenase. It would be interesting to determine
whetherflu-1 mutants have any defects in signal transduction in the nervous
system, as young adults or as aging adults, that would parallel the
abnormalities caused by deregulation of tryptophan metabolism in
mammals. Finally, efforts are underway to develop therapeutic agents that
target the kynurenine pathway (Schwarcz 2004). The profound increase in
autofluorescence in worm kynurenine pathway mutants may make C.
elegans nematodes useful for screening of potential drug candidates that
target enzymes of the kynurenine pathway.
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TABLES
Table 1. Three of the seven screen isolates with mutations that map to
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SD, semidominant; na, not applicable; WT, wild type; *, only sequences of













Figure 1. Chromosome V mutants accumulate high amounts of
autofluorescence. Autofluorescence was quantitated in extracts of 3-day-
old and 7-day-old animals of above genotypes. For each genotype/age, 100
or more animals were used to make the extract, and the amounts were
normalized by protein content. Fluorescence was measured using
spectrofluorimeter, with excitation of 350nm. The values in the table






















Figure 2. Mapping and cloning offlu-1. A. 3-point positional mapping
was used to mapflu-1 to a region between lon-3 and rol-4. B. SNP mapping
allowed to narrow down the region to the one shown, covered by 11
cosmids. Injections of 8 of these cosmids (shown in black) did not result in
rescue of the fluorescence accumulation phenotype. C. RNAi was used to
knock down genes present in the area defined by SNP mapping. RNAi of
R07B7.5 (red) resulted in strong accumulation of autofluorescence. D.
Structure of R07B7.5 flu-] as predicted in Wormbase with sites of
mutations and amino acid changes in screen isolates.
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Figure 3.flu-1 encodes a 3-kynurenine mooxygenase, a conserved
metabolic enzyme. Alignment of the C. elegans FLU-i R07B7.5 protein
with its closest C. briggsae homolog, and with the human 3-kinurenine
monooxygenase 1 Kmo-1. C. elegans FLU-1 is 48% identical and 69%
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Figure 4. Kynurenine metabolic pathway in tryptophan metabolism.
A. Enzymatic reaction catalyzed by FLU-1. Kinurenine 3-monooxygenase
catalyzes the convertion of L-kinurenine into 3-hydroxykinurenine. B.
Kinurenine 3-monooxygenase in Tryptophan metabolism. In addition to
serving as a building block for proteins, tryptophan can be metabolized by a
variety of pathways leading to generation of biologically active molecules
such as hormones, neurotransmitters and enzymatic cofactors. Kinurenine
3-monooxygenase catalyzes one of the reactions of the Kinurenine pathway
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Introduction. Sir2 and mechanisms of life span determination
The conserved protein deacetylase Sir2 can affect life span of yeast,
flies, and worms: introducing extra copies of the sir2 gene results in life
span extension, while deletion of sir2 shortens lifespan (Blander and
Guarente 2004). It is likely that revealing how sir2 affects longevity in
simple organisms can improve our understanding of mechanisms of human
aging.
What do we know about mechanisms of life span extension? From studies
of worms many mitochondrial genes have emerged as important for life
span determination: worms with loss-of-function mutations in genes
encoding components of the mitochondrial electron transport chain have
much longer life spans. However, the development and behavior of these
mutants are slowed down, resulting in a "slow-living" phenotype (Lee et al.
2003; Aguilaniu et al. 2005). Another conserved mechanism of life span
extension involves the insulin-like pathway, attenuation of which can
extend life span of worms, flies, and even mice (Kenyon 2005). In this
pathway, a signaling cascade originates at the insulin-like receptor and
eventually results in phosphorylation and exclusion from the nucleus of
transcription factor DAF-16, the activation of which is required for the very
long life span and marked stress-resistance of insulin-like signaling C.
elegans mutants (Lin et al. 1997). The best-known means of extending life
span, which works in every species tested, including primates, is calorie
restriction (CR). Reducing calorie intake has been also shown to alter
metabolism and delay aging-related disease (Koubova and Guarente 2003).
Which, if any, of the above mechanisms might sir2 affect, and how is
it acting? In S. cerevisiae, sir2 acts to prevent recombination at the rDNA
loci, reducing the number of extrachromosomal DNA circles that cause
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aging in yeast (Guarente 2000). This mechanism, however, is specific to
yeast cells, implying that in higher eukaryotes sir2 functions in a different
way to affect life span. In flies, sir2 may act as part of a calorie restriction
longevity pathway and respond to the histone deacetylase protein encoded
by Rpd3 (Rogina and Helfand 2004).
There is some controversy about whether C. elegans sir-2.1 (the
closest homologue of yeast sir2) is required for longevity induced by calorie
restriction in worms. A recent report (Wang and Tissenbaum 2006) showed
genetic analysis with a sir-2.1 mutant that suggested that sir-2.1 may be
essential for CR-induced life span extension, while others did not see the
same effect in similar and different experimental settings (N. Bishop, and
M. Viswanathan, unpublished observations). It has been proposed in the
past that sir-2.1 acts through the insulin-like pathway (Tissenbaum and
Guarente 2001; Tissenbaum and Guarente 2002). This hypothesis stemmed
from the fact that the forkhead transcription factor DAF-16, encoded by a
downstream gene in the insulin-like pathway that is required for life span
extension by low insulin-like signaling, is also required for life span
extension by sir-2.1 overexpression in worms (Tissenbaum and Guarente
2001). However, the mechanism of how sir-2.1 extends worm life span was
not known until a short time ago.
14-3-3 proteins: new players in life span determination
Recently, we reported that C. elegans SIR-2.1 forms a complex with
two proteins of a conserved 14-3-3 family, PAR-5 and FTT-2
(Berdichevsky et al. 2006). Studies of mammalian cells suggested that 14-
3-3 proteins, which frequently serve as adaptors modulating activity and/or
localization of their binding partners (Tzivion et al. 2001), interact with the
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mammalian DAF-16 homologue FOXO, and that this interaction retains
FOXO in the cytoplasm, inactive (Brunet et al. 1999). Is this also true for
worms? Indeed, when we down-regulate 14-3-3 proteins in C. elegans,
DAF-16 becomes constitutively nuclear, implying that worm 14-3-3
proteins can act similarly to mammalian 14-3-3 to sequester DAF-16 in the
cytoplasm (Berdichevsky et al. 2006). One model that could explain the
requirement for 14-3-3 proteins for the long life span granted by SIR-2.1
overexpression is that SIR-2.1 acts by preventing 14-3-3 from sequestering
DAF-16. This appears not to be the case, however, because overexpression
of SIR-2. 1 does not result in relocalization of DAF- 16 into the nucleus.
Also, despite the evident role of 14-3-3 in DAF-16 subcellular localization,
low levels of 14-3-3 proteins are not beneficial for longevity. Instead, low
14-3-3 levels cause shortening of life span in wild-type worms, and actually
eliminate the extension of life span by sir-2.1 overexpression, indicating
that 14-3-3 genes act in the same life span determination pathway as sir-2.1,
downstream of sir-2.1 (Berdichevsky et al. 2006). Therefore, like SIR-2.1
and DAF-16, 14-3-3 proteins act positively on lifespan. More recently,
Wang et al (2006) also reported SIR-2.1/14-3-3 physical interaction, as well
as requirement for 14-3-3 proteins for the life span extension mediated by
SIR-2.1 overexpression. Notably, they demonstrate that overexpression of
14-3-3 proteins causes extension of life span in a daf-16-dependent manner,
much like SIR-2.1 overexpression (Wang et al. 2006). This result further
supports the overall positive role of 14-3-3 proteins in C. elegans longevity.
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Mechanism of SIR-2.1 effect on lifespan
We found that C. elegans SIR-2.1 protein can interact with DAF- 16.
This interaction is readily detectable when the worms are stressed by heat
shock, but in the absence of heat shock (under normal conditions) a SIR-
2. 1/DAF- 16 complex was not detected. 14-3-3 proteins, which interact with
both SIR-2.1 and DAF-16 independent of heat shock, play a vital role in the
formation of the SIR-2.1/DAF-16 complex, as reducing 14-3-3 levels
greatly decreases the stress-induced interaction between DAF-16 and SIR-
2.1. It seems likely, therefore, that SIR-2.1 overexpression results in
increased levels of complex formation between SIR-2.1 and DAF-16,
leading to DAF- 16 activation (Figure 1). This hypothesis is supported by
the fact that expression of a canonical DAF- 16 target gene, sod-3, as well as
other DAF-16 targets, is elevated in worms overexpressing sir-2.1, and 14-
3-3 proteins are again required for this effect (Berdichevsky et al. 2006).
Therefore, in C. elegans, SIR-2.1 and 14-3-3 can act as DAF-16 co-
activators, binding to DAF- 16 and triggering transcription of its targets
upon stress. 14-3-3 proteins either physically bridge SIR-2.1 and DAF-16,
or promote their interaction by modifying one or both proteins in response
to stress.
In mammalian cells, a similar complex between SirTI (a homologue
of SIR-2. 1) and FOXO (a homologue of DAF-16) has been reported, and
stress is also important for this interaction (Brunet et al. 2004; Motta et al.
2004). However, it is unknown whether mammalian 14-3-3 is required for
complex formation between SirTi and FOXO. Also, in mammals SirTi can
directly deacetylate FOXO, and this deacetylation can modulate FOXO
activity by repressing some of FOXO's target genes while activating others
(Brunet et al. 2004). So far, there is no evidence for SIR-2.1-mediated
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repression of DAF- 16 targets in worms, but the physical interaction
between the two proteins is conserved from worms to mammals. It is
tempting to speculate that human SirT1 may also modulate response to
stress and organismal aging through interaction with DAF-16/FOXO.
SIR-2.1 pathway for life span extension.
Thus, sir-2.1, 14-3-3 genes and daf-16 act together to determine
longevity, but do they act within the insulin-like pathway? If that were the
case, one would expect 14-3-3 and sir-2.1 to be required for the life span
extension by reduction in insulin-like signaling. However, the long life span
of mutants defective in the insulin-like receptor DAF-2 does not depend on
sir-2.1 or 14-3-3 (Berdichevsky et al. 2006; Wang et al. 2006; Wang and
Tissenbaum 2006). Thus sir-2.1 and 14-3-3 do not act downstream of the
insulin-like receptor to extend life span. Like stress, low insulin-like
signaling results in accumulation of DAF-16 in the nucleus. However,
unlike stress, low insulin-like pathway activity does not promote the
formation of SIR-2. I1/DAF- 16 complex (Berdichevsky et al. 2006). Taken
together, these results indicate that sir-2.1 and 14-3-3 likely act to promote
longevity in parallel to the insulin-like pathway, in a separate stress-
dependent pathway that also converges on daf-16. Is stress then good for
the worm? It may be: a mild heat shock early in life can produce life span
extension of up to 30% (Apfeld et al. 2004). It will be interesting to
determine whether this effect requires 14-3-3 and/or SIR-2.1.
Emerging group of DAF-16 co-factors
Several studies suggest that nuclear localization of DAF- 16 is not
sufficient for life span extension and stress resistance: as noted above,
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worms with low 14-3-3 levels have constitutively nuclear DAF-16 yet they
are short-lived and hypersensitive to stress. This implies that either
phosphorylated DAF-16 that accumulates in the nucleus upon reduction in
14-3-3 levels is inactive, or that another cofactor is required for DAF- 16
activity. Overexpression of a constitutively nuclear form of DAF- 16 lacking
all the Akt phosphorylation sites also does not lead to extended longevity
and stress resistance (Lin et al. 2001), supporting the notion that other
cofactors play a vital role in DAF-16 activation. Binding of such cofactors
to DAF-16 may depend on DAF-16 localization and possibly
posttranscriptional modifications of DAF-16. For 14-3-3/DAF-16
interaction, phosphorylation of DAF-16 at the Akt sites, which requires
activity of the insulin-like signaling cascade, is essential (Figure 1) (Cahill
et al. 2001). Stress may lead to additional modifications of DAF-16 and/or
SIR-2.1, promoting their interaction. Several recent reports bring to light
new factors in the stress-induced relocalization of DAF- 16 into the nucleus.
Jun N-terminal kinase (JNK) can directly phosphorylate DAF-16 and
facilitate its nuclear localization following heat shock (Oh et al. 2005). It
would be interesting to see whether phosphorylation by JNK is required for
SIR-2. 1/DAF-16 interaction and life span extension by SIR-2.1 or 14-3-3
overexpression.
Upon oxidative stress, MST1 kinase (CST-1 in C. elegans)
phosphorylates DAF-16/FOXO and promotes its nuclear translocation
(Lehtinen et al. 2006). MST1 phosphorylation disrupts FOXO's interaction
with 14-3-3 proteins, suggesting that 14-3-3 proteins may not act as DAF-
16 co-activators following oxidative stress. It is plausible that different
stressors will induce distinct modifications that determine the specificity of
the cofactor (Figure 2). A recent report suggests that bar-], a worm
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homologue of beta-catenin, may act as a DAF-16 co-activator upon
oxidative stress: like SIR-2.1 and 14-3-3 proteins during heat stress, beta-
catenin/BAR-1 can bind FOXO/DAF-16 and activate transcription of its
targets when worms are subjected to oxidative stress (Essers et al. 2005).
Under low insulin-like signaling, an unphosphorylated DAF-16
accumulates in the nucleus. In this case, 14-3-3 and SIR-2.1 do not bind
DAF-16, but another cofactor, SMK-1 (a homologue of mammalian
Smekl), does. This nuclear protein is required for life span extension by
low insulin-like signaling (Wolff et al. 2006).
Another pathway for life span determination that converges on DAF-
16 involves signaling through germline cells and the somatic gonad: worms
lacking the germline live 40% longer than their fertile counterparts, and this
effect depends on DAF- 16 as well as another nuclear co-factor, KRI- 1
(Hsin and Kenyon 1999; Berman and Kenyon 2006).
So it seems that DAF-16 does not act alone, but rather selects its
allies depending on the situation, an interesting fact considering the number
of longevity pathways that converge on DAF-16. So far, the search for
DAF-16 transcriptional targets has been limited to genes with expression
that is altered when DAF-16 is activated by reducing insulin-like signaling.
It is possible that under different conditions, specific cofactor binding
determines which of the variety of DAF- 16 targets will be induced. Further
experiments should clarify this issue.
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Figure 1: SIR-2.1 mechanism of life span extension.
(a) SIR-2.1 binds DAF-16 in the 14-3-3-dependent manner. We propose
that SIR-2.1 can bind and activate DAF-16 in the nucleus. 14-3-3 likely
bridges between SIR-2.1 and DAF- 16, or modifies one or both of them in
response to stress to promote their interaction. (b) In the absence of 14-3-3
proteins, SIR-2.1 cannot bind DAF-16, and DAF-16 remains inactive
despite nuclear localization, resulting in shorter life span and sensitivity to
stress. (c) When SIR-2.1 is overexpressed, more DAF-16/SIR-2.1






















Figure 2: DAF-16 can be activated by different cofactors.
Under normal conditions, the majority of DAF-16 molecules are present in
the cytoplasm, inactive, bound and sequestered by 14-3-3 proteins. When
insulin-like signaling is low, unphosphorylated DAF-16 is unable to bind
14-3-3 and accumulates in the nucleus, where it can interact with, and get
activated by SMK-1. In worms that lack a germline, DAF-16 also
accumulates in the nucleus, and is activated by KRI-1 protein. It is
unknown whether such nuclear DAF-16 is still phosphorylated at the Akt
sites and bound by 14-3-3. It is also not known what other modifications
may be involved in DAF-16 activation and/or nuclear localization in
germlineless worms. Stress also results in accumulation of DAF-16 in the
nucleus. Heat stress-induced relocalization of DAF-16 likely involves
phosphorylation by JNK. Since the insulin-like pathway is still active in this
case, DAF-16 is phosphorylated at the Akt sites and can interact with 14-3-
3 and SIR-2. 1, which activate DAF-16 in this case. Finally, activation of
DAF-16 by oxidative stress may involve phosphorylation by MSTl/CST-1
kinase and interaction with BAR- 1. In every case, lack of a cofactor
abolishes DAF-16-dependent life span extension and resistance to stress.
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